
Reference: Alt schul Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zhen^- Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSi -BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:3389-3402. 

Query= /ebi/extsery/old-work/632838 . 94480-17870 .blastall , a [Unknown 
form] , 598 bases, 5A760642 checksum. 
(598 letters) 



Database: embl 

2,705,345 sequences; 4,161,295,712 total letters 



Searching done 



Score 



Sequences producing significant alignments: 



Sequence 1 from Patent WO0050637. 
Homo sapiens, Similar to hypothetical. 
Homo sapiens, clone MGC:2901 IMAGE: 30. 



EM PAT: AX034339 AX034339.1 
EM HUM: SC001852 BC001852.1 
EM HUM: BC001523 BC001523.1 
EM_HUM : BC023521 BC023521.1 Homo sapiens, 

EM HUM: AK000553 AK000553.1 Homo sapiens cDNA FLJ20546 fis, clone. 
EM_HUM : HSM801637 AL136669,1 Homo sapiens mRNA; cDNA DKFZp564B117 . 
EM_PAT : BD155736 BD155736.1 Primer for synthesizing full-length c. 
EM_HUM : AK000953 AK000953.1 Homo sapiens cDNA FLJ10091 fis, clone. 
EM PAT: BD157307 BD1S7307.1 Primer for synthesizing full-length c. 
EM_HUM : AK021663 AK021663.1 Homo sapiens cDNA FLJ11601 fis, clone.. 
EM_HUM : AC026407 AC026407.4 Homo sapiens chromosome 5 clone CTC-3.. 
EM_HUM : AF086486 AF086486.1 Homo sapiens full length insert cDNA 
EM_PAT : BD158370 BD158370.1 Primer for synthesizing full-length c. . 



EM_PAT : BD149143 BD149143.1 Primer for synthesizing full-length c. 
EM_STS : G37344 G37344.1 SHGC-57583 Human Homo sapiens STS genomic. 
EM PAT: BD14 5718 BD14 5718.1 Primer for synthesizing full-length c. 
EM_PAT : BD151029 BD151029.1 Primer for synthesizing full-length c. 
EM MUS: AL64 594 8 AL645948.10 Mouse DNA sequence from clone RP23-2. 
EM_HUM : AK024509 AK024509.1 Homo sapiens cDNA: FLJ20856 fis, clon. 



EM HUM: ACQ 84 11 6 AC084116.7 Homo sapiens chromosome 8, clone RPll, 
EM PRO: AE016982 AE016982.1 Shigella flexneri 2a str. 2457T secti. 



EM PRO: AE015202 AE015202 
EM PAT:AX739961 AX739961 



EM_PAT : AX711879 AX711879 
EM MUS: AC122438 AC122438 
EM MUS: AC121914 AC121914 
EM MUS: AC090479 AC090479 
EM HUMr CNSOSTCQ AL355836 
EM HUM:CNS01DTB AL132709 



Sequence 1 from Patent WO03000296. 
Sequence 1 from Patent WO03000727. 
Mus musculus chromosome 5 clone RP24-. 
Mus musculus chromosome 3 clone RP24-. 
Mus Musculus Chromosome 18 RP23-363E2. 
Human chromosome 14 DNA sequence BAC . 
Humain chromosome 14 DNA sequence BAC . 
EM HUM: AL137QO0 AL137000.6 Human DNA sequence from clone RPll-20. 
EM HUM: AC087240 AC087240.17 Homo sapiens 12p BAC RP11-752F20 (Ro. 
EM PRO: AF153317 AF153317.1 Shigella dysenteriae SapF (sapF) gene. 
EM PRO: AE016760 AE016760.1 Escherichia coli CFT073 section 6 of , 
EM PRO: AE015025 AE015025.1 Streptococcus mutans UA159 section 17. 
EM PAT: AX702446 AX702446.1 Sequence 32 from Patent WO02059320. 
EMOV : GGY J00922.1 Gallus gallus ovalbumin (oval-Y) gene, comple. 
EM OV: GGOV02 V00436.1 Gallus gallus fragment of gene X of ovalbu. 
EM MUS: AL808110 AL803110 . 7 Mouse DNA sequence from clone RP23-62. 
EM_MUS : AL604029 AL604029.12 Mouse DNA sequence from clone RP23-1. 

.1 Mus musculus chromosome X clone RP21-. 
.1 Mus musculus chromosome X clone RP21-. 
.1 Mus musculus chromosome X clone RP21-. 
EM_MUS : AC083893 AC083893.33 Mus musculus chromosome 4 clone rp23 . 
EM_HUM : HSN104C4 Z83855.2 Human DNA sequence from clone LL22NC03-. 
EM_HUM : HSJ800J21 AL109955.37 Human DNA sequence from clone RP4-8. 



EM MUS: AC124023 AC124023 . 
EM MUS: AC124022 AC124022 . 
EM MUS:AC124021 AC124021 . 
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^ 2 

EMHUMt CNSOlDRA AL110505.5 Human chromosome 14 DNA sequence BAG 40 2.0 

EM_HUM : BC036611 BC036611.1 Homo sapiens, clone IMAGE : 5277036 , mRNA. 40 2.0 

EM_HUM : AP001689 AP001689.1 Homo sapiens genomic DNA, chromosome ... 40 2.0 

EM_HUM : AP000477 AP000477.2 Homo sapiens genomic DNA, chromosome ... 40 2,0 

EM_HUM : AL445925 AL445925.19 Human DNA sequence from clone RPll-4... 40 2.0 

EM_HUM : AL365202 AL365202.19 Human DNA sequence from clone RPll-3... 40 2.0 

EM HUM: AL353608 AL353608.20 Human DNA sequence from clone RPll-5... 40 2.0 

EM HUM: AL158151 AL158151.16 Human DNA sequence from clone RPll-2... 40 2.0 

EM HUM: AK055091 AK055091.1 Homo sapiens cDNA FLJ30529 fis, clone... 40 2.0 

EM HUM: AF465821 AF465821.1 Homo sapiens unknown protein mRNA, co. . . 40 2.0 

EM_HUM : AF432210 AF432210.1 Homo sapiens CLL-associated antigen K. . . 40 2.0 

EM_HUM : AC140078 AC140078.8 Homo sapiens 12 BAG RP13-7D7 (Roswell... 40 2.0 

EM_HUM : AC116003 AC116003.7 Homo sapiens chromosome 18, clone RPl . . . 40 2.0 

EM_HUM : AC112250 AC112250.4 Homo sapiens BAG clone RP11-710E1 fro... 40 2.0 

EM_HUM ; AC108457 AG108457.6 Homo sapiens chromosome 15, clone RPl... 40 2.0 

EM HUM: AG092923 AC092923.8 Homo sapiens 3 BAG RP11-145K15 (Roswe... 40 2.0 

EM HUM: AGO 92 54 0 AC092540.4 Homo sapiens BAG clone RP11-190E23 fr... 40 2.0 

EM_HUM : AC079842 AC079842.19 Homo sapiens 12q BAG RP11-989K8 (Ros... 40 2.0 

EM_HUM : AC021607 AG021607.9 Homo sapiens chromosome 18, clone RPl... 40 2.0 

EM_HUM : AC013280 AG013280.6 Homo sapiens BAG clone RP11-519F14 fr... 40 2.0 

EM_HUM : AC012101 AG012101.7 Homo sapiens chromosome 18, clone RPl... 40 2.0 

EM_HUM : AC012082 AG012082.6 Homo sapiens chr3 BAG RP11-420O16 (Ro... 40 2.0 

EM HUM: AG010609 AC010609.7 Homo sapiens chromosome 5 clone CTB-4 . . . 40 2.0 

EM_HUM : AC009802 AC009802,13 Homo sapiens chromosome 18, clone RP. . . 40 2.0 

EM PRO: AE010049 AE010049.1 Streptococcus pyogenes strain MGAS823 . . . 38 7.7 

EM PL: AP004511 AP004511.1 Lotus japonicus genomic DNA, chromosom. . . 38 7,7 

EM PL: AP003842 AP003842.3 Oryza sativa (japonica cultivar-group) . . . 38 7.7 

EM_PL : AC137635 AG137635.2 Genomic sequence for Oryza sativa, Nip... 38 7.7 

EM PL: AC134233 AG134233.3 Oryza sativa (japonica cultivar-group)... 38 7.7 

EM PL: AG021043 AC021043.4 Arabidopsis thaliana chromosome I BAG ... 38 7.7 

EM_PL : AB019228 AB019228.1 Arabidopsis thaliana genomic DNA, chro. . . 38 7.7 

EM PAT: AX743735 AX743735.1 Sequence 118 from Patent WO0226982. 38 7.7 

EM PAT: AX719078 AX719078.1 Sequence 1 from Patent EP1295945. 38 7.7 

EM PAT: AX347076 AX347076.1 Sequence 2147 from Patent WO0200928. 38 7.7 

EM PAT: AX346854 AX346854.1 Sequence 1925 from Patent WO0200928. 38 7,7 

EM PAT: AX344819 AX344819.1 Sequence 244 from Patent WO0200927. 38 7.7 

EM PAT: AX281495 AX281495.1 Sequence 159 from Patent WO0177376. 38 7.7 

EM_PAT : AR282828 AR282 828.1 Sequence 1 from patent US 6524789. 38 7.7 

EM_PAT : AR224025 AR224 025.1 Sequence 1 from patent US 6440681. 38 7.7 

EM PAT: AR173184 AR173184.1 Sequence 1 from patent US 6303753. 38 7.7 

EM PAT: AR071400 AR071400.1 Sequence 1 from patent US 5910582. 38 7.7 

EM PAT: AR055252 AR055252.1 Sequence 1 from patent US 5837489. 38 7.7 

EM PAT: AR037435 AR037435.1 Sequence 1 from patent US 5801232. 38 7.7 

EM OV: BX072569 BX072569.6 Zebrafish DNA sequence from clone GH21... 38 7.7 

EM_OV : AL953895 AL953895.8 Zebrafish DNA sequence from clone GH21... 38 7,7 

EM_OV : AL772368 AL772368.5 Zebrafish DNA sequence from clone CH21... 38 7.7 

EM_OV : AL626804 AL626804.10 Zebrafish DNA sequence from clone RP7 . . . 38 7.7 

EM OR: MIDS86118 D86118.1 Dinodon semicarinatus mitochondrial DNA... 38 7.7 

EM OR: AF471048 AF471048.1 Sonora semiannulata GAS 206503 cytochr. . . 38 7.7 

EM OR: AF337098 AF337098.1 Goluber constrictor clone JF44 cytochr... 38 7.7 

EM OR: AF217818 AF217818.1 Goluber constrictor cytochrome b gene,... 38 7.7 

EM OR: AF172705 AF172705.1 Laudakia caucasia MVZ218720 NADH dehyd. . . 38 7.7 

>EM PAT: AX034339 AX034339.1 Sequence 1 from Patent WO0050637. 
Length = 598 

Score := 1180 bits (595), Expect = 0.0 
Identities = 598/598 (100%) 
Strand = Plus / Plus 

Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 



Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

IIIIIIIIIIIIIIIMIIIIIIinilllllllllllllllllllllllllllllllll 

Sbjct: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 



3 



Query : 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 

IIIIIII nil III II I nil IIIIIII III II I iiiiMiii II III mill I III II 

Sbjct : 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 



180 



180 



Query : 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 

mini IIIIIII iiiiiiiniiiiiiiimiiiimiiii III iiiiiiiiiiii 

Sbjct : 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 



240 



240 



Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtct teat eta 

mimiiiiiiiiiiniiiiiiiiiiiiiiiiiiimiiiimiiiiiiimii 

Sbjct : 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtct teat eta 



300 



300 



Query: 301 gaatctctggatgtteettccagaaageateeeegatgatategeagtgeaagggcactg 

nil III IIIIIII Ml IIIIIII iiiiiiim II mil nil III IIIIIIIIIIII 

Sb j ct : 301 gaatctctggatgttecttccagaaagcateeecgatgatatcgcagtgcaagggcactg 



360 



360 



Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggeagcttaa 

mini IIIIIII II iiiiiiii IIIIIII III imiiimi Ml III imiii II 

Sbj ct : 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 



420 



420 



Query: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 

IIIIIII IIIIIII iiiiiimiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 



480 



480 



Query: 481 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 54 0 

I Ml Ml iiiiiiiii I iiiiiimii Ml Ml IIIIIII miiii IIIIIIIIIIII 

Sbjct: 481 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 54 0 
Query: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

MM Ml IIIIIII Ml II II Ml IIIIIII imilllllllllllllimMIII 

Sbjct: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

>EM HUM: BC001852 BCO 018 52.1 Homo sapiens. Similar to hypothetical protein FLJ20546, 
clone MGC:4529 IMAGE : 3010614 , mRNA, complete cds . 
Length =1208 

Score = 1180 bits (595), Expect =0.0 
Identities = 597/598 (99%) 
Strand = Plus / Minus 

Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

Ml Ml III IIIIIIIII IIIIIIIIIIII iimiiiiiiiiiiii Ml Ml nil II I 

Sbjct: 1187 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 1128 
Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1127 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 1068 
Query: 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 180 

Ml Ml III MM Ml Mil IIIIIII Ml Ml Ml mm mil Ml MM mil I 

Sbjct: 1067 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 1008 
Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 240 

Ml Ml II 1 1 Ml Ml Mil llllllllll Ml Ml mm Ml II IIIIIIII mil 

Sbjct: 1007 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 948 



Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 300 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 



4 



Sbjct: 947 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 888 
Query: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 

IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 887 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 828 
Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 420 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 827 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 768 
Query: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 480 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 767 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 708 
Query: 481 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 54 0 

MIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIillllllll 

Sbjct: 707 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 648 
Query: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 647 ctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 590 

>EM HUM: BC001523 BC001523.1 Homo sapiens, clone MGC:2901 IMAGE : 3010614 , mRNA, complete 
cds . 
Length = 1208 

Score = 1180 bits (595), Expect = 0.0 
Identities = 597/598 (99%) 
Strand = Plus / Minus 

Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1187 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 1128 
Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1127 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 1068 
Query: 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 180 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIillllllllllll 

Sbjct: 1067 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 1008 
Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 24 0 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIII 

Sbjct: 1007 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 948 
Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 947 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 888 
Query: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 

IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 887 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 828 
Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 420 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 827 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 768 



5 



Query: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 480 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 767 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 708 
Query: 4 81 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 54 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 707 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 648 
Query: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

III IIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 647 ctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 590 

>EM HUM: BC023521 BC023521.1 Homo sapiens, similar to hypothetical protein FLJ20546, 
clone MGC:12607 IMAGE : 4126840, mRNA, complete cds . 
Length = 1224 

Score = 1170 bits (590), Expect = 0.0 
Identities = 595/597 (99%) 
Strand = Plus / Minus 

Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1206 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 1147 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

IMIIIIIIilllllllllllllllllllllllllllllllllllMIIIIIIIIIIIII 

Sbjct: 1146 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 1087 
Query: 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 181 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Sbjct: 1086 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 1027 
Query: 182 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 241 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1026 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 967 
Query: 242 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 301 

IIIIIIIMIIIIIIIIIIMIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Sbjct: 966 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 907 
Query: 302 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 906 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 847 
Query: 362 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 846 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 787 
Query: 422 ttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacat 481 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 786 ttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacat 727 
Query: 4 82 cggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgc 541 

MM IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 726 cggcggctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgc 667 



Query: 542 



tgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 



6 



II llllllllllllllllllllllllllllllllllllllilllllllllllllll 

Sbjct: 666 tgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 610 

>EM HUM: AK000553 AK000553 . 1 Homo sapiens cDNA FLJ20546 fis, clone KAT11504 , 
Length = 1233 

Score .= 1164 bits (587), Expect = 0.0 
Identities = 595/598 (99%) 
Strand = Plus / Minus 

Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1208 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 1149 
Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1148 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 1089 
Query: 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1088 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 1029 
Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1028 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 969 
Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 3 00 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 968 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 909 
Query: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 908 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 849 
Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 420 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 848 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 789 
Query: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 480 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 788 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 729 
Query: 4 81 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 54 0 

Mill lllllll llllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 728 tcggcggctcattgttatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 669 
Query: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 668 ctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 611 

>EM HUM: HSM801637 AL136669.1 Homo sapiens mRNA; cDNA DKFZp564B1172 (from clone 
DKFZp564B1172) ; complete cds 
Length = 1216 

Score = 1162 bits (586), Expect =0.0 
Identities = 591/593 (99%) 
Strand = Plus / Minus 



Query: 6 atagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaaagga 65 

iiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1195 atagttcttgccttataaaaatagtactgcgattaaaaaaaaagcacttctgccaaagga 1136 
Query: 66 accatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacaccacccc 125 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1135 accatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacaccacccc 1076 



Query: 126 catccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcaccagtgt 185 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1075 catccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcaccagtgt 1016 



Query: 186 cctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggagggct 245 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1015 cctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggagggct 956 
Query: 246 tgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctagaatc 305 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 955 tgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctagaatc 896 



Query: 306 tctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactggcttt 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 895 tctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactggcttt 



365 



836 



Query: 366 gtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaatttct 425 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 835 gtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaatttct 776 
Query: 426 tttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacatcggc 485 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 775 tttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacatcggc 716 
Query: 486 agctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgctgna 545 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII I 

Sbjct: 715 agctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgctgca 656 
Query: 546 agagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 655 agagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 603 

>EM PAT: BD155736 BD155736.1 Primer for synthesizing full-length cDNA and use thereof. 
Length =2159 

Score = 1154 bits (582), Expect =0.0 
Identities = 593/597 (99%) 
Strand = Plus / Minus 

Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1787 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 1728 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiii 

Sbjct: 1727 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagaataagatacacca 1668 



Query: 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 181 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii mil 

Sbjct: 1667 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcacacca 1608 
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Query: 182 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 241 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1607 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 154 8 



Query: 242 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 301 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1547 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 1488 



Query: 302 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 361 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1487 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 1428 



Query: 362 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 421 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

Sbjct: 1427 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 1368 

Query: 4 22 ttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacat 4 81 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIII 

Sbjct: 1367 ttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacat 1308 



Query : 4 82 cggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgc 

MM MMMMMMMIIMMMMMMMMMMMMMMMMIMMM 

Sbjct : 1307 cggcggctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgc 



541 



1248 



Query: 542 tgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

M IMMMMMMMMMMMMMMMMMMMMMIMMMMM 

Sbjct: 1247 tgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 1191 



>EM_HUM : AK000953 AK000953.1 Homo sapiens CDNA FLJ10091 fis, 
similar to Sus scrofa decorin mRNA. 
Length = 2159 



clone HEMBA1002267, weakly 



Score = 1154 bits (582), Expect =0.0 
Identities = 593/597 (99%) 
Strand = Plus / Minus 



Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

MMMMMMMM MMMMM MMMMMMMMMMMMMMMMM 

Sbjct: 1787 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 1728 

Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

MIMMMIMMMMMMMMIUMMMMMMMMM MMMMIMI 

Sbjct: 1727 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagaataagatacacca 1668 

Query: 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 181 

MMMIMMMMMMMMMMMMMIMMMMMMMMMM MMI 

Sbjct: 1667 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcacacca 1608 



Query: 182 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 241 

M MM MMMMM MMMMM MM MMMIMM MMMMMMMM Ml 

Sbjct: 1607 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 1548 



Query: 242 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 301 

MMMMMMMMMMMMMIMMMMMMMMMMMMMMMIM 

Sbjct: 1547 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 14 88 
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Query: 302 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1487 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 1428 
Query: 362 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1427 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 1368 
Query: 422 ttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacat 481 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1367 ttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatacat 1308 
Query: 482 cggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgc 541 

nil lllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 1307 cggcggctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctgc 1248 
Query: 54 2 tgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

II iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1247 tgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 1191 

>EM PAT: BD157307 BD157307.1 Primer for synthesizing full-length cDNA and use thereof. 
Length = 2263 

Score = 1128 bits (569), Expect =0.0 
Identities = 592/599 (98%) , Gaps = 2/599 (0%) 
Strand = Plus / Minus 

Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1184 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 1125 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1124 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 1065 
Query: 122 cccccatccatcccttccttccctgttcccctcccaacttga- -gttgtgtcattcgcac 179 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiii III 

Sbjct: 1064 cccccatccatcccttccttccctgttcccctcccaacttttttgttgtgtcattcacac 1005 
Query: 180 cagtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggg 239 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1004 cagtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggg 945 
Query: 240 agggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatct 299 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 944 agggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatct 885 
Query: 300 agaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcact 359 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 884 agaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcact 825 
Query: 360 ggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagctta 419 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

Sbjct: 824 ggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagctta 765 
Query: 420 atttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatac 479 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 764 atttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatac 705 
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Query: 480 atcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtct 539 

mill iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 704 atcggcggctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtct 64 5 
Query: 540 gctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

Mil llllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 644 gctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 586 

>EM HUM: AK021663 AK021663.1 Homo sapiens cDNA FLJ11601 fis, clone HEMBA1003893 . 
Length = 2263 

Score = 1128 bits (569), Expect =0.0 
Identities = 592/599 (98%), Gaps = 2/599 (0%) 
Strand = Plus / Minus 

Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1184 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 1125 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1124 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 1065 
Query: 122 cccccatccatcccttccttccctgttcccctcccaacttga- -gttgtgtcattcgcac 179 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiii ill 

Sbjct: 1064 cccccatccatcccttccttccctgttcccctcccaacttttttgttgtgtcattcacac 1005 
Query: 180 cagtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggg 239 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMMIIIIIIIIIIIII 

Sbjct: 1004 cagtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggg 945 
Query: 240 agggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatct 299 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 944 agggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatct 885 
Query: 3 00 agaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcact 359 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 884 agaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcact 825 
Query: 360 ggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagctta 419 

IIIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 824 ggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagctta 765 
Query: 420 atttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatac 479 

1 1 II I II I II I II 1 1 1 1 1 II 1 1 1 II II I II I II I II I II 1 1 1 1 1 II I M fl II I II I II I 

Sbjct: 764 atttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctatac 705 
Query: 4 80 atcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtct 539 

MUM IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 704 atcggcggctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtct 645 
Query: 54 0 gctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

Mil MIIIMIIIIMIMIMMMIMIMMMIIMMIMIIIMIIMIM 

Sbjct: 644 gctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 586 

>EM_HUM: AC026407 AC026407.4 Homo sapiens chromosome 5 clone CTC-370J7, complete sequence. 
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Length = 155344 

Score = 884 bits (446), Expect = 0.0 
Identities = 446/446 (100%) 
Strand = Plus / Plus 



Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 107954 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 108013 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 108014 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 108073 
Query: 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 181 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 108074 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 108133 
Query: 182 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 241 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 108134 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 108193 
Query: 242 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 301 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 108194 ggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatctag 108253 
Query: 302 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 361 

IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 108254 aatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactgg 108313 
Query: 362 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 108314 ctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaat 108373 



Query: 422 ttcttttgtcatcacttcatccacct 447 

llllllllllllllllllllllllll 
Sbjct: 108374 ttcttttgtcatcacttcatccacct 108399 



Score = 218 bits (110) , Expect 
Identities = 112/113 (99%) 
Strand = Plus / Plus 



4e-54 



Query: 444 accttctgccatatcaacacagtccctttcctatacatcggcagctcattattatagttg 503 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 109722 accttctgccatatcaacacagtccctttcctatacatcggcagctcattattatagttg 109781 
Query: 504 atgttgaattcagaaaacaaaatctcattcttgtctgctgnaagagttccctg 556 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII llllllllllll 

Sbjct: 109782 atgttgaattcagaaaacaaaatctcattcttgtctgctgcaagagttccctg 109834 



Score = 91.7 bits (46), Expect = 6e-16 
Identities = 46/46 (100%) 
Strand = Plus / Plus 



Query: 553 cctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 
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Sbjct: 111783 cctgtaatctcccttgggcttgtactggtgttagtccagattgttg 111828 

>EM HUM: AF086486 AF086486.1 Homo sapiens full length insert cDNA clone ZD93F03 . 
Length = 416 

Score = 805 bits (406), Expect = 0.0 
Identities = 406/406 (100%) 
Strand = Plus / Minus 



Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 408 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 349 
Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 348 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 289 
Query: 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 180 

IIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Sbjct: 288 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 229 
Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 24 0 

lllllllllllllllllllllllllllllilllllilllllMlllllilllllllllll 

Sbjct: 228 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 169 
Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 168 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 109 
Query: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 108 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 49 
Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttc 406 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 48 gctttgtcctggtccgggtcactgccatcttttttccttccatttc 3 

>EM PAT: BD158370 BD158370.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length = 1780 

Score = 731 bits (369), Expect =0.0 
Identities = 371/372 (99%) 
Strand = Plus / Minus 

Query: 227 cctgggaggtgggagggcttgcatggttaagcacaccagaactgaagcgcaaaagggtca 286 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

Sbjct: 620 cctgggaggtgggagggcttgcatggttaagcacaccagaactgaagcgcaaaagggtca 561 
Query: 287 gctgtcttcatctagaatctctggatgttccttccagaaagcatccccgatgatatcgca 346 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIilllllll 

Sbjct: 560 gctgtcttcatctagaatctctggatgttccttccagaaagcatccccgatgatatcgca 501 
Query: 347 gtgcaagggcactggctttgtcctggtccgggtcactgccatcttttttccttccatttc 4 06 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 500 gtgcaagggcactggctttgtcctggtccgggtcactgccatcttttttccttccatttc 441 



Query: 407 



tgttggcagcttaatttcttttgtcatcacttcatccaccttctgccatatcaacacagt 466 
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IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

Sbjct : 440 tgttggcagcttaatttcttttgtcatcacttcatccaccttctgccatatcaacacagt 



381 



Query : 
Sbjct: 



467 



380 



ccctttcctatacatcggcagctcattattatagttgatgttgaattcagaaaacaaaat 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

ccctttcctatacatcggcagctcattattatagttgatgttgaattcagaaaacaaaat 



526 



321 



Query: 527 ctcattcttgtctgctgnaagagttccctgtaatctcccttgggcttgtactggtgttag 586 

iiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 320 ctcattcttgtctgctgcaagagttccctgtaatctcccttgggcttgtactggtgttag 261 



Query: 587 tccagattgttg 598 

IIMIIIIIIII 

Sbjct: 260 tccagattgttg 249 



Score = 377 bits (190) , Expect = e-102 
Identities = 190/190 (100%) 
Strand = Plus / Minus 



Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 804 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 745 

Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 744 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 685 



Query : 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 684 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 



181 



625 



Query: 182 gtgtcctggg 191 

iiiiiiiiii 

Sbjct: 624 gtgtcctggg 615 



>EM HUM: AK023355 AK023355.1 Homo sapiens cDNA FLJ13293 fis, clone OVARC1001188 . 
Length = 1780 



Score = 731 bits (369) , Expect 
Identities = 371/372 (99%) 
Strand = Plus / Minus 



0.0 



Query: 227 cctgggaggtgggagggcttgcatggttaagcacaccagaactgaagcgcaaaagggtca 286 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 620 cctgggaggtgggagggcttgcatggttaagcacaccagaactgaagcgcaaaagggtca 561 
Query: 287 gctgtcttcatctagaatctctggatgttccttccagaaagcatccccgatgatatcgca 34 6 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 560 gctgtcttcatctagaatctctggatgttccttccagaaagcatccccgatgatatcgca 501 
Query: 347 gtgcaagggcactggctttgtcctggtccgggtcactgccatcttttttccttccatttc 406 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 500 gtgcaagggcactggctttgtcctggtccgggtcactgccatcttttttccttccatttc 441 



Query: 407 tgttggcagcttaatttcttttgtcatcacttcatccaccttctgccatatcaacacagt 466 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 440 tgttggcagcttaatttcttttgtcatcacttcatccaccttctgccatatcaacacagt 381 
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Query: 4 67 ccctttcctatacatcggcagctcattattatagttgatgttgaattcagaaaacaaaat 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 380 ccctttcctatacatcggcagctcattattatagttgatgttgaattcagaaaacaaaat 



526 



321 



Query : 527 ctcattcttgtctgctgnaagagttccctgtaatctcccttgggcttgtactggtgttag 

iiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 320 ctcattcttgtctgctgcaagagttccctgtaatctcccttgggcttgtactggtgttag 



586 



261 



Query: 587 
Sbjct: 260 



tccagattgttg 

iiiiiiiiiiii 

tccagattgttg 



598 



249 



Score = 377 bits (190) , Expect = e-102 
Identities = 190/190 (100%) 
Strand = Plus / Minus 



Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

llllllllllllllllilllllllllllllllllllllllllllllMIIIIIIIIIIII 

Sbjct: 804 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 745 



Query : 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 744 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 



121 



685 



Query : 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 684 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 



181 



625 



Query: 182 gtgtcctggg 191 

Illlllllll 

Sbjct: 624 gtgtcctggg 615 



>EM STS: G38490 G38490.1 SHGC-58349 Human Homo sapiens STS genomic, sequence tagged 
site. 
Length =374 

Score = 726 bits (366), Expect = 0.0 
Identities = 372/374 (99%) 
Strand = Plus / Plus 



Query : 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 

IIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIilllllllllllllilllllllllll 

Sbjct : 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 



60 



60 



Query: 
Sbjct: 



61 



61 



aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 



120 



120 



Query : 
Sbjct: 



121 



121 



acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII 

acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 



180 



180 



Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 240 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 240 
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Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 300 
Query: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii I 

Sbjct: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcatgg 360 



Query: 361 gctttgtcctggtc 374 

Mllllllllllll 

Sbjct: 361 gctttgtcctggtc 374 



>EM PAT: BD14 914 3 BD149143.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length = 618 

Score = 702 bits (354), Expect = 0.0 
Identities = 365/370 (98%) 
Strand = Plus / Minus 

Query: 229 tgggaggtgggagggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagc 288 

III mill iiiiiiiiiiiiiiiiiiiiiiiiiiii I iiiiiiiiiiiiiiiiM 

Sbjct: 618 tggnaggtggaagggcttgcatggttaagcacaccagaantnaagcgcaaaagggtcagc 559 
Query: 289 tgtcttcatctagaatctctggatgttccttccagaaagcatccccgatgatatcgcagt 34 8 

IIIMIIIIIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIII 

Sbjct: 558 tgtcttcatctagaatctctggatgttccttccagaaagcatccccgatgatatcgcagt 499 
Query: 34 9 gcaagggcactggctttgtcctggtccgggtcactgccatcttttttccttccatttctg 408 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIillll 

Sbjct: 498 gcaagggcactggctttgtcctggtccgggtcactgccatcttttttccttccatttctg 439 
Query: 409 ttggcagcttaatttcttttgtcatcacttcatccaccttctgccatatcaacacagtcc 468 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 438 ttggcagcttaatttcttttgtcatcacttcatccaccttctgccatatcaacacagtcc 379 
Query: 469 ctttcctatacatcggcagctcattattatagttgatgttgaattcagaaaacaaaatct 528 

IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIMIIII 

Sbjct: 378 ctttcctatacatcggcagctcattattatagttgatgttgaattcagaaaacaaaatct 319 
Query: 529 cattcttgtctgctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtc 588 

IIIIIIIIIIIIIM IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

Sbjct: 318 cattcttgtctgctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtc 259 



Query: 589 cagattgttg 598 

llllllllll 
Sbjct: 258 cagattgttg 249 



>EM STS: G37344 G37344.1 SHGC-57583 Human Homo sapiens STS genomic, sequence tagged 
site. 
Length = 567 



Score = 498 bits (251) , Expect = e-138 
Identities = 251/251 (100%) 
Strand = Plus / Plus 



Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

Nllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
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Sbjct: 6 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 65 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 66 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 125 
Query: 122 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 181 

IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIMIIIIIII 

Sbjct: 126 cccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacca 185 
Query: 182 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 241 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 186 gtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtgggag 245 
Query: 242 ggcttgcatgg 252 

iiiiiiiiiii 

Sbjct: 246 ggcttgcatgg 256 



Score = 349 bits (176), Expect = 2e-93 
Identities = 204/210 (97%), Gaps = 3/210 (1%) 
Strand = Plus / Plus 

Query: 359 tggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagctt 418 

lllllllllllllllllllllllllllllllilllllllllllllllllllMIIIIIII 

Sbjct: 254 tggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagctt 313 
Query: 419 aatttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctata 478 

llllllllllllllllllllllllllllllllllllliMIIIIIIIIIIIIIMIIIII 

Sbjct: 314 aatttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctata 373 
Query: 479 catcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcatt-cttgt 537 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii II II 

Sbjct: 374 catcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcctggt 433 
Query: 538 ct-gctgnaagagttccct-gtaatctccc 565 

II Mil llllllllll llllllllll 

Sbjct: 434 Ctggctgcaagagttcccnggtaatctccc 463 

>EM PAT: BD14 5718 BD145718.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length = 856 

Score = 452 bits (228) , Expect = e-124 
Identities = 263/272 (96%), Gaps = 3/272 (1%) 
Strand = Plus / Minus 

Query: 329 atccccgatgatatcgcagtgcaagggcactggctttgtcctggtccggg-tcactgcca 387 

lllllllllllllll MM llllllllllll IIIIMIIIIIIIIII IIIIIIMI 

Sbjct: 856 atccccgatgatatcccagtncaagggcactgg-tttgtcctggtccggggtcactgcca 798 
Query: 388 tcttttttccttccatttctgttggcagcttaatttctttt-gtcatcacttcatccacc 446 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIII IIIIIIIIIIIIIIMII 

Sbjct: 797 tcttttttccttccatttctgttggcagcttaatttctttttgtcatcacttcatccacc 738 
Query: 44 7 ttctgccatatcaacacagtccctttcctatacatcggcagctcattattatagttgatg 506 

II IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII llllllllllllllllllll 

Sbjct: 737 ttntgccatatcaacacagtccctttcctatacatcggcggctcattattatagttgatg 678 
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Query: 507 ttgaattcagaaaacaaaatctcattcttgtctgctgnaagagttccctgtaatctccct 566 

iiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiii 

Sbjct: 677 ttgaattcagaaaacanaatctcattcttgtctgctgcaagagttccctgtaatctccct 618 

Query: 567 tgggcttgtactggtgttagtccagattgttg 598 

llllllllllllllllllllllllllllllll 
Sbjct: 617 tgggcttgtactggtgttagtccagattgttg 586 

>EM PAT: BD151029 BD1S1029.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length = 563 

Score = 226 bits (114), Expect = 2e-56 
Identities = 129/133 (96%), Gaps = 1/133 (0%) 
Strand = Plus / Plus 

Query: 2 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 373 tggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgccaa 432 
Query: 62 aggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacca 121 

iiiiiiiiiiiiiiiiiiiii IIIIIIIIIIIIIIIIIIIIIIIII mill mil 

Sbjct: 433 aggaaccatgttccaacaccggaaacaaggtgttctgcttaaacagaataagat- caeca 491 
Query: 122 cccccatccatcc 134 

iiiiimiiii 

Sbjct: 492 nccccatccatcc 504 

>EM MUS: AL645948 AL645948.10 Mouse DNA sequence from clone RP23-298M7 on chromosome 
Length = 207877 

Score =75,8 bits (38), Expect = 4e-ll 
Identities = 94/113 (83%) 
Strand = Plus / Plus 

Query: 444 accttctgccatatcaacacagtccctttcctatacatcggcagctcattattatagttg 503 

Mill mil I mm iiiiiiiiiii iiiii i iiimi ii mm 

Sbjct: 174432 accttttgccacaccaacaccgtccctttcctgtacatgtgtggctcattgttgtagttg 174491 
Query: 504 atgttgaattcagaaaacaaaatctcattcttgtctgctgnaagagttccctg 556 

MM III mil Mil iiimiiiiiiiii II I Mmiiiiii 

Sbjct: 174492 atgtggaactcagagaacagaatctcattcttgtcggccgtcagagttccctg 174544 



Score = 58.0 bits (29), Expect = 8e-06 
Identities = 95/117 (81%) 
Strand = Plus / Plus 

Query: 300 agaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcact 359 

iiiimim iimmiiim iiiiim ii i iii mi iiiii iii 

Sbjct: 172421 agaatctctgggtgttccttccagaaggcatccccaataagatcacagttcaaggccacc 172480 
Query: 360 ggctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagc 416 

I II miiiii I III III mm iiimiiiiiii iiiiiii 

Sbjct: 172481 acccgggttctggtccgagccacggccttcttttccccttccatttctgctggcagc 172537 
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Score = 58.0 bits (29), Expect = 8e-06 
Identities = 38/41 (92%) 
Strand = Plus / Plus 



Query: 88 aaggtgttctgcttaaacagagtaagatacaccacccccat 128 

lllillllllllllll Mil llllllllllllllllll 

Sbjct: 172215 aaggtgttctgcttaagcagaacaagatacaccacccccat 172255 



Score = 44.1 bits (22), Expect = 0.13 
Identities = 25/26 (96%) 
Strand = Plus / Plus 



Query: 567 tgggcttgtactggtgttagtccaga 592 

llllllll IIIIIIIIIIIMIIII 

Sbjct: 175794 tgggcttggactggtgttagtccaga 175819 



>EM HUM: AK024509 AK024509.1 Homo sapiens cDNA: FLJ20856 fis, clone ADKA01509. 
Length = 1499 

Score = 44.-1 bits (22), Expect = 0.13 
Identities = 22/22 (100%) 
Strand = Plus / Plus 



Query: 220 aaggagccctgggaggtgggag 241 

iiiiiiiiiiiiiiiiiiiiii 

Sbjct: 625 aaggagccctgggaggtgggag 646 

>EM HUM: AF126403 AF126403.5 Homo sapiens chromosome 8 clone GS1-5O10 map 8q24.2, 
complete sequence. 
Length = 159583 

Score = 44.1 bits (22), Expect = 0.13 
Identities = 22/22 (100%) 
Strand = Plus / Minus 



Query: 226 ccctgggaggtgggagggcttg 247 

IMIMIIIIIIIIIIIIIIII 

Sbjct: 50483 ccctgggaggtgggagggcttg 50462 

>EM HUM: AGO 84 116 AC084116.7 Homo sapiens chromosome 8, clone RP11-103H7, complete 
sequence . 
Length = 185339 

Score =44.1 bits (22), Expect =0.13 
Identities = 22/22 (100%) 
Strand = Plus / Plus 



Query: 226 ccctgggaggtgggagggcttg 247 

IIIIIIIIIIIMIIIIIIIII 

Sbjct: 30784 ccctgggaggtgggagggcttg 30805 

>EM PRO: AE016982 AE016982.1 Shigella flexneri 2a str. 2457T section 5 of 16 of the 
complete genome . 
Length = 290319 

Score - 42.1 bits (21), Expect = 0.49 
Identities = 28/29 (96%) , Gaps = 1/29 (3%) 
Strand = Plus / Minus 
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Query: 30 tactgcgattaaaaaa-aaagcacttctg 57 

Illlllllllllllll llllllllllll 

Sbjct: 242016 tactgcgattaaaaaataaagcacttctg 241988 

>EM PRO: AE015202 AE015202.1 Shigella flexneri 2a str. 301 section 165 of 412 of the 
complete genome . 
Length = 12518 

Score =42.1 bits (21), Expect = 0.49 
Identities = 28/29 (96%), Gaps = 1/29 (3%) 
Strand ~ Plus / Plus 

Query: 30 tactgcgattaaaaaa-aaagcacttctg 57 

Illlllllllllllll IIIIIIMIIII 

Sbjct: 8373 tactgcgattaaaaaataaagcacttctg 8401 

>EM PAT: AX739961 AX739961.1 Sequence 1 from Patent WO03000296. 
Length = 34 9980 

Score =42.1 bits (21), Expect = 0.49 
Identities = 24/25 (96%) 
Strand = Plus / Plus 

Query: 385 ccatcttttttccttccatttctgt 409 

Illlllllll IIIIIIIIIIIMI 

Sbjct: 560 ccatctttttgccttccatttctgt 584 

>EM PAT: AX711879 AX711879.1 Sequence 1 from Patent WO03000727. 
Length = 349980 

Score =42.1 bits (21), Expect =0.49 
Identities = 24/25 (96%) 
Strand = Plus / Plus 

Query: 385 ccatcttttttccttccatttctgt 409 

Illlllllll llllllllllllll 
Sbjct: 560 ccatctttttgccttccatttctgt 584 

>EM_MUS : AC122438 AC122438.2 Mus musculus chromosome 5 clone RP24-216M6, complete 
sequence . 

Length = 193659 

Score = 42.1 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Query: 522 aaaatctcattcttgtctgct 542 

Illllllllllllllllllll 
Sbjct: 165485 aaaatctcattcttgtctgct 165465 

>EM_MUS : AC121914 AC121914.3 Mus musculus chromosome 3 clone RP24-186A10, complete 
sequence . 
Length = 172937 

Score = 42.1 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 380 cactgccatcttttttccttc 400 

Illllllllllllllllllll 

Sbjct; 29081 cactgccatcttttttccttc 29101 
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>EM MUS: AC090479 AGO 904 7 9. 6 Mus Musculus Chromosome 18 RP23-363E23, complete sequence. 
Length = 199409 

Score = 42.1 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 389 cttttttccttccatttctgt 409 

{IIIIIIIIIIIIIIMIIII 

Sbjct: 194316 cttttttccttccatttctgt 194296 

>EM HUM: CNS05TCQ AL355836.3 Human chromosome 14 DNA sequence BAG R-8L8 of library RPCI- 
from chromosome 14 of Homo sapiens (Human) 
Length = 166894 

Score =42.1 bits (21), Expect =0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 192 tggtagggatgctacagccac 212 

iiiiiiiiiiiiiiiiiiiii 

Sbjct: 156507 tggtagggatgctacagccac 156527 

>EM_HUM : CNSOIDTB AL132709.5 Human chromosome 14 DNA sequence BAG R-909M7 of library 
RPGI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 20054 0 

Score = 42.1 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 192 tggtagggatgctacagccac 212 

IIIIIIIIIIIIIIIIIIIII 

Sbjct: 13530 tggtagggatgctacagccac 13550 



>EM_HUM : AL137000 AL137000.6 Human DNA sequence from clone RP11-203I16 on chromosome 13 
Contains the gene for KIAA0970 protein, C0X7GP1 (cytochrome 
c oxidase subunit VI Ic pseudogene 1) , a novel pseudogene, 
the GPR38 (G protein-coupled receptor 38) gene, ESTs, STSs, 
GSSs and a CpG island. 
Length = 163284 

Score = 42.1 bits (21), Expect = 0.49 
Identities = 24/25 (96%) 
Strand = Plus / Plus 



Query: 385 ccatcttttttccttccatttctgt 409 

llllllllll llllllllllllll 
Sbjct: 106892 ccatctttttgccttccatttctgt 106916 

>EM_HUM : AC087240 AG087240.17 Homo sapiens 12p BAG RP11-752F20 (Roswell Park Gancer 
Institute Human BAG Library) complete sequence. 
Length = 198068 

Score = 42.1 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand - Plus / Plus 



Query: 390 ttttttccttccatttctgtt 410 
IIIIIIIIIIIIIIIIIIIII 
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Sbjct: 121126 ttttttccttccatttctgtt 121146 

>EM PR0: AF153317 AF153317.1 Shigella dysenteriae SapF (sapF) gene, partial cds; SapD 
(sapD), SapC (sapC) , complete cds; defective prophage 
genes; insertion sequence IS911 InsB (insB) and InsA 
(insA) , insertion sequence ISl InsA (insA) and InsB 
(insB), YcjW (ycjW), YcjX (ycjX) , YcjF (ycjF) , TyrR 
(tyrR), thiol peroxidase (tpx) , YcjG (ycjG) , Ycjl (ycjl) , 
insertion sequence iso-ISl InsB (insB) and InsA (insA) , 
Fnr (fnr) . Ogt (ogt) , insertion sequence iso-ISl InsA 
(insA) and InsB, insertion sequence IS600 InsA (insA) and 
InsB (insB) genes, complete cds; hypothetical protein 
bl342 gene, partial cds; and unknown gene. 
Length = 32094 

Score = 40.1 bits (20), Expect =2.0 
Identities = 27/28 (96%), Gaps = 1/28 (3%) 
Strand - Plus / Minus 

Query: 31 actgcgattaaaaaa-aaagcacttctg 57 

iiiiiiiiiiiiiii iiiiiiiiiiii 

Sbjct: 27997 actgcgattaaaaaataaagcacttctg 27970 

>EM PRO: AE016760 AE016760.1 Escherichia coli CFT073 section 6 of 18 of the complete 
genome . 
Length = 300539 

Score = 40.1 bits (20), Expect = 2.0 
Identities = 27/28 (96%), Gaps = 1/28 (3%) 
Strand = Plus / Minus 

Query: 31 actgcgattaaaaaa-aaagcacttctg 57 

IIIIIIIIIIIIIII IIIIIIIIIIII 

Sbjct: 135301 actgcgattaaaaaacaaagcacttctg 135274 

>EM PRO: AE015025 AE015025 . 1 Streptococcus mutans UA159 section 173 of 185 of the 
complete genome. 
Length - 11621 

Score = 40.1 bits (20), Expect = 2.0 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 44 aaaaagcacttctgccaaag 63 

iiiiiiiiiiiiiiiiiiii 

Sbjct: 5059 aaaaagcacttctgccaaag 5078 

>EM_PAT : AX702446 AX70244 6.1 Sequence 32 from Patent WOO 205 93 20. 
Length = 1749 

Score = 40.1 bits (20), Expect - 2.0 
Identities = 27/28 (96%), Gaps = 1/28 (3%) 
Strand = Plus / Minus 

Query: 31 actgcgattaaaaaa-aaagcacttctg 57 

IIIIIIIIIIIIIII IIIIIIIIIIII 

Sbjct: 14 03 actgcgattaaaaaacaaagcacttctg 1376 

>EM OV: GGY J00922.1 Gallus gallus ovalbumin (oval-Y) gene, complete cds. 
Length ~ 8372 



Score = 40.1 bits (20), Expect =2.0 
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Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 388 tcttttttccttccatttct 407 

IIIIIIIIIIIIIMIIIII 
Sbjct: 1325 tcttttttccttccatttct 1344 



Score = 4 0.1 bits (20), Expect =2.0 
Identities = 20/20 (100%) 
Strand ~ Plus / Plus 

Query: 388 tcttttttccttccatttct 407 

IIIIIIIIIIIIIMIIIII 
Sbjct: 1304 tcttttttccttccatttct 1323 

>EM OV: GGOV02 V00436.1 Gallus gallus fragment of gene X of ovalbumin family coding 
for the first leader exon. 
Length =22 37 

Score =40.1 bits (20), Expect =2.0 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 388 tcttttttccttccatttct 407 

IIIIIIIIIIIIIMIIIII 
Sbjct: 1325 tcttttttccttccatttct 1344 



Score = 40.1 bits (20), Expect = 2,0 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 388 tcttttttccttccatttct 407 

IIMIIMMMMIIIIII 

Sbjct: 1304 tcttttttccttccatttct 1323 

>EM_ MUS I AL808110 AL808110.7 Mouse DNA sequence from clone RP23-62013 on chromosome X 
Length = 175963 

Score =40.1 bits (20), Expect = 2.0 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 302 aatctctggatgttccttcc 321 

iiiiiiiiiiiiiiiiiiii 

Sbjct: 166505 aatctctggatgttccttcc 166486 

>EM MUS: AL604029 AL604 029.12 Mouse DNA sequence from clone RP23-155J3 on chromosome 11 
Length = 204653 

Score = 40.1 bits (20), Expect = 2.0 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 223 gagccctgggaggtgggagg 242 

IIIIIIIIIIIIIMIIIII 

Sbjct: 72720 gagccctgggaggtgggagg 72739 
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>EM MUS : AC124 023 AC124023.1 Mus musculus chromosome X clone RP21-437J18, complete 
sequence . 
Length = 168766 

Score = 4 0.1 bits (20), Expect = 2.0 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 302 aatctctggatgttccttcc 321 

MIIIIIIIIIIIIIIIMI 

Sbjct: 27269 aatctctggatgttccttcc 27250 

>EM MUS: AC124 022 AC124022.1 Mus musculus chromosome X clone RP21-566N22, complete 
sequence . 
Length = 163098 

Score =40.1 bits (20), Expect =2.0 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 302 aatctctggatgttccttcc 321 

IIIIIIIIIIIIIIIMMI 

Sbjct: 98798 aatctctggatgttccttcc 98779 

>EM_MUS : AC124021 AC124021.1 Mus musculus chromosome X clone RP21-563G17, complete 
sequence . 
Length = 152946 

Score = 40.1 bits (20), Expect =2.0 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 302 aatctctggatgttccttcc 321 

IIIIIIIIIIIIIIMIIII 

Sbjct: 92957 aatctctggatgttccttcc 92938 

>EM MUS: AC083893 AC083893.33 Mus musculus chromosome 4 clone rp23 -21118 strain C57BL/6J, 
complete sequence . 
Length = 244349 

Score =40.1 bits (20), Expect =2.0 
Identities = 26/28 (92%) 
Strand = Plus / Minus 



Query: 128 tccatcccttccttccctgttcccctcc 155 

llllllllllll IIIIIIIIIMIII 

Sbjct: 109376 tccatcccttcccaccctgttcccctcc 109349 



>EM_HUM:HSN104C4 Z83855.2 Human DNA sequence from clone LL22NC03-104C4 on chromosome 22 
Length = 4 0203 

Score = 40.1 bits (20), Expect = 2.0 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 422 ttcttttgtcatcacttcat 441 

llllllllllllllllllll 
Sbjct: 33715 ttcttttgtcatcacttcat 33734 



>EM HUM: HSJ800J21 AL109955.37 Human DNA sequence from clone RP4-800J21 on chromosome 20 
Contains ESTs, STSs, GSSs and two CpG islands. Contains 



the 3 ' part of the RAEl gene for a homolog to RNA export 
protein 1 from S.pombe and the gene for the ssDNA binding 
protein SEB4D (HSRNASEB) .n 
Length = 108457 

Score = 40.1 bits (20), Expect =2.0 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 122 cccccatccatcccttcctt 141 

iiiiiiiiiiiiiiiiiiii 

Sbjct: 58649 cccccatccatcccttcctt 58630 

>EM HUM: CNS01DRA AL110505 . 5 Human chromosome 14 DNA sequence BAG R-816J8 of library 
RPCI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 198441 

Score =40.1 bits (20), Expect =2.0 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 483 ggcagctcattattatagtt 502 

IIIIIIIIIIIIIIIIIIII 
Sbjct: 69434 ggcagctcattattatagtt 69415 



>EM HUM: BC036611 BC036611.1 Homo sapiens, clone IMAGE : 5277036 , mRNA. 
Length = 2887 

Score =40.1 bits (20), Expect =2.0 
Identities = 23/24 (95%) 
Strand = Plus / Minus 



Query: 434 cacttcatccaccttctgccatat 457 

iMiiiiiiiiiiiiiii mil 

Sbjct: 44 cacttcatccaccttctgtcatat 21 



Database: embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,34 5 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 4,610,622 

Number of Sequences: 2705345 

Number of extensions: 4610622 

Number of successful extensions: 333064 

Number of sequences better than 10.0: 190 

length of query: 598 

length of database: 4,161,295,712 

effective HSP length: 21 

effective length of query: 577 

effective length of database: 4,104,483,467 

effective search space: 2368286960459 

effective search space used: 2368286960459 

T: 0 

A: 0 
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XI: 6 (11.9 bits) 

X2: 15 (29.7 bits) 

SI: 12 (24.3 bits) 

S2: 19 (38.2 bits) 



(v.-* > 26 



SEQ ID 1 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



TTAGATTATGACATAAATCTTGTAAAAACCTGTCAGTTATTTTCATCTATGAGAGAAGAG 
TTAGATTATGACATAAATCTTGTAAAAACCTGTCAGTTATTTTCATCTATGAGAGAAGAG 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GAGCCCAAACTCTCGCCCACCTGTTCTTAACCAGAAAACCCACTGACTTTGAAAATCTCA 
GAGCCCAAACTCTCGCCCACCTGTTCTTAACCAGAAAACCCACTGACTTTGAAAATCTCA 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



CCTCTGCCACCCATCTACTTGCATTCGTCTTTGGCAGACCTCAAGATAAATATGGGTTAA 
CCTCTGCCACCCATCTACTTGCATTCGTCTTTGGCAGACCTCAAGATAAATATGGGTTAA 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



TGCCTGCATGATGCCTCTGAATTCAGGAATTGCAGGGAAAACTCGGGGCTTTGTGCCAGT 
TGCCTGCATGATGCCTCTGAATTCAGGAATTGCAGGGAAAACTCGGGGCTTTGTGCCAGT 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



CTCTAAGTTGGCAACTTTGGCTGAACAAATGAGTAGTGGCTTCAGTGTCCTTGCGTACAC 
CTCTAAGTTGGCAACTTTGGCTGAACAAATGAGTAGTGGCTTCAGTGTCCTTGCGTACAC 
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BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 - 

BDl 5 5 7 3 6 ATTCTGTGGATTGATTTAATGGAGTTGTCAGCATGATCATCATCTTCTAGCCAGGGGCAT 

AKO 00953 ATTCTGTGGATTGATTTAATGGAGTTGTCAGCATGATCATCATCTTCTAGCCAGGGGCAT 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BDl 55736 AGTTGCCAAGGCCATTTACCTCTTTCTAAGAAGAAACAGAATTATGTGTATATATGAGAG 

AKO 00953 AGTTGCCAAGGCCATTTACCTCTTTCTAAGAAGAAACAGAATTATGTGTATATATGAGAG 

SEQIDl 

AX034339 r 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BDl 55736 AAAGAAACAAGAATGCGTGAATGAGGATGAAGAAACATTTACCCCATGTACTCAAGACAT 

AKO 00953 AAAGAAACAAGAATGCGTGAATGAGGATGAAGAAACATTTACCCCATGTACTCAAGACAT 

SEQIDl 

AX034339 



BD157307 

AK021663 - 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BDl 5 5 7 3 6 TTCAGTTTTAAAAGTCACTTTCCTATTAGACTTCTTGAAAAAGATTCTCACATAGCCTCT 

AKO 00953 TTCAGTTTTAAAAGTCACTTTCCTATTAGACTTCTTGAAAAAGATTCTCACATAGCCTCT 

SEQIDl 

AX034339 



BD157307 AGAATGTGGGGCGCCTGTAAAGTTAAG 

AK021663 AGAATGTGGGGCGCCTGTAAAGTTAAG 

BC 001852 GGCACGAGGGTGGGGCGCCTGTAAAGTTAAG 

BC 001523 GGCACGAGGGTGGGGCGCCTGTAAAGTTAAG 

HSM801637 GGGGCCTTTCCGCGTGT AGAATGTGGGGCGCCTGTAAAGTTAAG 

BC 023521 GGCACGAGGTTCCTTTCCGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAG 

AK000553 ATCTGGCCCTTTCCTTTCAGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAG 

BDl 55736 ATGTAATCAGACAAATGACATTTGATTTCAAGAGCAGAGGGGTAAACATCCTCTGCTAAT 

AKO 0 0 9 5 3 ATGTAATCAGACAAATGACATTTGATTTCAAGAGCAGAGGGGTAAACATCCTCTGCTAAT 

SEQIDl 

AX034339 



BD15 73 0 7 GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA- 

AKO 21663 GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA- 

BCO 01852 GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA- 

BCO 01523 GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA- 

HSM8 01637 GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA- 

BCO 23521 GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA- 



CGGTACCTGAGATTGGG- -G 
CGGTACCTGAGATTGGG- -G 
CGGTACCTGAGATTGGG- -G 
CGGTACCTGAGATTGGG- -G 
CGGTACCTGAGATTGGG- -G 
CGGTACCTGAGATTGGG- -G 
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AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GTTCACGATTCCTTGGCCACCATTTCCATCACTCTGAGA-CGGTACCTGAGATTGGG--G 
CGACAGGTAGCAGGTGTCAGAGGAGGCATAATATTAATAGCGCCACCTTCTGTTGGGTCA 
CGACAGGTAGCAGGTGTCAGAGGAGGCATAATATTAATAGCGCCACCTTCTGTTGGGTCA 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GCGACCATGG - CAAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTG 
GTGGAGATGGGTGAGGAGCAGCACAGAGCA - GCAGGGATCATCACATGCAGCCAAACTTG 
GTGGAGATGGGTGAGGAGCAGCACAGAGCA - GCAGGGATCATCACATGCAGCCAAACTTG 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
CCTGGCACACTGCTGGGTGGTAGTGCGGCTGGACGGCCGGA--ATTTCCATCGGTTTGCT 
GCCTCTGAAGGG - - GGAAGGTAGTGGGAATAGGTGGTGAGAGAACTCACATTTTTCTCTT 
GCCTCTGAAGGG - - GGAAGGTAGTGGGAATAGGTGGTGAGAGAACTCACATTTTTCTCTT 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GAGA-AGCACAACTTTGCAAAACCCAATGACAGCCGTGCTCTCCAGCTGAT GACC 

GAGA - AGCACAACTTTGCAAAACCCAATGACAGCCGTGCTCTCCAGCTGAT GACC 

GAGA-AGCACAACTTTGCAAAACCCAATGACAGCCGTGCTCTCCAGCTGAT GACC 

GAGA-AGCACAACTTTGCAAAACCCT^TGACAGCCGTGCTCTCCAGCTGAT GACC 

GAGA-AGCACAACTTTGCAAAACCCAATGACAGCCGTGCTCTCCAGCTGAT GACC 

GAGA-AGCACAACTTTGCAAAACCCAATGACAGCCGTGCTCTCCAGCTGAT GACC 

GAGA-AGCACAACTTTGCAAAACCCAATGACAGCCGTGCTCTCCAGCTGAT GACC 

GTCCTGGTTTTATATTTCGGAGGGAAAGGATTATTTGGCCCCATTAAGAATTAAGAGGCT 
GTCCTGGTTTTATATTTCGGAGGGAAAGGATTATTTGGCCCCATTAAGAATTAAGAGGCT 



BD 1 5 7 3 0 7 AAATGTG CGCA - GACTGTGATGGAAGAACTAGAGGATATTGTG - - ATCGC 

AKO 21663 AAATGTG CGCA-GACTGTGATGGAAGAACTAGAGGATATTGTG ATCGC 

BC 0 0 1 8 5 2 AAATGTG CGCA - GACTGTGATGGAAGAACTAGAGGATATTGTG ATCGC 

BC001523 AAATGTG CGCA-GACTGTGATGGAAGAACTAGAGGATATTGTG ATCGC 

HSM801637 AAATGTG CGCA - GACTGTGATGGAAGAACTAGAGGATATTGTG ATCGC 

BCO 2 3 5 2 1 AAATGTG CGCA- GACTGTGATGGAAGAACTAGAGGATATTGTG ATCGC 

AKO 00553 AAATGTG CGCA - GACTGTGATGGAAGAACTAGAGGATATTGTG ATCGC 



BDl 5 5 7 3 6 GGGTGCGGTGGCTCACGTCTGTAATCCCAGCACCTTGGGAGGCCCAGGCAGGCAGATCAC 

AKO 00953 GGGTGCGGTGGCTCACGTCTGTAATCCCAGCACCTTGGGAGGCCCAGGCAGGCAGATCAC 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
GTATGGACAGAGTGATGAGTACAGCTTTGTGTTCAAGCGGAAAACCAATTGGTT - - TAAA 
CTGAGGTCGGGAGTTCGAGACCAGCGTGACCAACGTGGAGAAACCCCCGTCTCTACTAAA 
CTGAGGTCGGGAGTTCGAGACCAGCGTGACCAACGTGGAGAAACCCCCGTCTCTACTAAA 



BD157307 AGAAGAGCCAGTAAGTT- - -CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

AKO 2 1 6 6 3 AGAAGAGCCAGTAAGTT CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

BCO 0 1 8 5 2 AGAAGAGCCAGTAAGTT CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

BC001523 AGAAGAGCCAGTAAGTT- - -CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

HSM801637 AGAAGAGCCAGTAAGTT- - -CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

BC023521 AGAAGAGCCAGTAAGTT- - -CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

AK000553 AGAAGAGCCAGTAAGTT- - -CATGA CTCACGTGGCCTCCCAGTTTGCCTCCAGCT 

BDl 55736 AATACAAAAAATTAGCTGGGCATGGTGGTGCATGCCTGTGATTCCAGTTTGCCTCCAGCT 

AKO 0 0 9 5 3 AATACAAAAAATTAGCTGGGCATGGTGGTGCATGCCTGTGATTCCAGTTTGCCTCCAGCT 

SEQIDl 

AX034339 

BDl 5 73 0 7 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

AKO 2 1 6 6 3 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

BCO 0 1 8 5 2 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

BCO 0 1 5 2 3 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

HSM801637 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

BCO 2 3 5 2 1 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

AKO 00553 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

BDl 5 5 7 3 6 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

AKO 00953 ATGTGTTTTATTGGCGGGATTACTTTGAGGACCAGCCCCTTCTGTATCCCCCAGGCTTTG 

SEQIDl 

AX034339 

BDl 5 7 3 0 7 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

AKO 21663 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

BC 0 0 1 8 5 2 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

BC001523 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

HSM8 01637 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

BC 0 2 3 5 2 1 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

AKO 00553 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

BDl 55736 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

AKO 00953 ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 

SEQIDl 

AX034339 

BD 1 5 7 3 0 7 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

AKO 2 1 6 6 3 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BC 0 0 1 8 5 2 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BC 0 0 1 5 2 3 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

HSM801637 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BC 0 2 3 5 2 1 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

AKO 0 0 5 5 3 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BD 1 5 5 7 3 6 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

AKO 00953 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

SEQIDl TTGGAATAGTTCTTGCTTTATAAAAATAGTACTGCGATTAAAAAAAAAGCACT 

AX034339 TTGGAATAGTTCTTGCTTTATAAAAATAGTACTGCGATTAAAAAAAAAGCACT 

•k-kit * * ★ ** * ifk* * * * * ★ * ** * 

BDl 5 7 3 0 7 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

AKO 21663 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BC001852 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BC001523 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

HSM8 01637 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BCO 2 3 5 2 1 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

AKO 0 0 5 5 3 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BD 1 5 5 7 3 6 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

AKO 0 0 9 5 3 CTGGACTAACACCAGTACAAGCCCT^GGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

SEQIDl TCTGCCAAAGG- -AACCATGTTCCAACACCGCAAACAAGGTGTTCTGCT- -TAAACA-GA 

AX034339 TCTGCCAAAGG- -AACCATGTTCCAACACCGCAAACAAGGTGTTCTGCT- -TAAACA-GA 
★ ★ ★ **★* * **★ ** *** * *★* ** 

BD 1 5 7 3 0 7 ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 

AKO 21663 ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 

BC 0 0 1 8 5 2 ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCTGCCGATGTATAGGA 

BC 0 0 1 5 2 3 ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCTGCCGATGTATAGGA 

HSM801637 ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCTGCCGATGTATAGGA 



30 



BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAACAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
GTAAGATAC-ACCACCCCCATCCATCCCTTCCTTCCCTGTTCCCCTCCCAACTTGAGTTG 
GTAAGATAC-ACCACCCCCATCCATCCCTTCCTTCCCTGTTCCCCTCCCAACTTGAGTTG 
* * ** *★ * ** ****** 

AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAT^GAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 
TGTCATTCGCACCAGTGTCCTGGGTGGTAGG-GATGCTACAGCCACCTAAGGCAAGGAGC 
TGTCATTCGCACCAGTGTCCTGGGTGGTAGG - GATGCTACAGCCACCTAAGGCAAGGAGC 
* * * * *** ***** * * ** *** ** 



BDl 5 7 3 0 7 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

AKO 21663 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

ECO 0 1 8 5 2 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BCO 0 1523 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

HSM8 01637 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BC023521 CAACAGAAATGGAAGGAA- -AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

AKO 00553 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BDl 5 5 7 3 6 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

AKO 00953 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

SEQIDl CCTGGGAGGTGGGAGGGCTTGCATGGTTAAGCACACCAGAACTGAAGCGCAAAAGGGTCA 

AXO 3 4 3 3 9 CCTGGGAGGTGGGAGGGCTTGCATGGTTAAGCACACCAGAACTGAAGCGCAAAAGGGTCA 
* ** *** *** * * * ★** * ** * * * ** 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA--GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA--GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA--GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA--GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA - - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA - - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- - GAGATTC 
GCTGTCTTCATCTAGAATCTC - - TGGATGTTCCTTCCAGAAAGCATCCCCGATGATATCG 
GCTGTCTTCATCTAGAATCTC - - TGGATGTTCCTTCCAGAAAGCATCCCCGATGATATCG 
* *** ** ** ** ** * * *** *** * * ** ** ** 

TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 

CAGTGCAAGGGCACTGGCTTT GTCCTGGTCCGGGTCACTGCCATCTTTTT - - TCC 

CAGTGCAAGGGCACTGGCTTT GTCCTGGTCCGGGTCACTGCCATCTTTTT - - TCC 

** *** *★* * * * ** * *** * * * ** 



BD157307 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC-CCTACCACCCAGGACAC 

AKO 2 1 6 6 3 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

BC 0 0 1 8 5 2 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

BC 0 0 1 5 2 3 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

HSM801637 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

BC 0 2 3 5 2 1 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

AKO 0 0 5 5 3 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

BD 1 5 5 7 3 6 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

AKO 00953 TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 

SEQIDl TTCCATTTCTGTTGGCAGCTTAATTTCTTTTGTCATCACTTCATCCACCTTCTGCCATAT 

AXO 3 4 339 TTCCATTTCTGTTGGCAGCTTAATTTCTTTTGTCATCACTTCATCCACCTTCTGCCATAT 
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* * * * * * * 



BD 1 5 7 3 0 7 TGGTGTGAATGACACAACAAAAAAGTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

AKO 2 1 6 6 3 TGGTGTGAATGACACAACAAAAAAGTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

BC 0 0 1 8 5 2 TGGTGCGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

BC 0 0 1 5 2 3 TGGTGCGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

HSM801637 TGGTGCGAATGACACAACTCAA- -GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

BC023521 TGGTGCGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

AKO 0 0 5 5 3 TGGTGCGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

BDl 5 5 7 3 6 TGGTGTGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

AKO 0 0 9 5 3 TGGTGTGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 

SEQIDl CAACAC - AGTCCCTTTCCTATAC - ATCGGCAGCTCATTATTATAGTTGATGTTGAATTCA 

AXO 34339 CAACAC - AGTCCCTTTCCTATAC - ATCGGCAGCTCATTATTATAGTTGATGTTGAATTCA 



* * ★ * * 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GGTGGTGTA-TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA- TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA- TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTATTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTATTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GAAAACAAAATCTCATTCT - TGTCTGCTGNAAGAGTTCCCTGTAATCTCCCT - TGGGCTT 
GAAAACAAAATCTCATTCT - TGTCTGCTGNAAGAGTTCCCTGTAATCTCCCT - TGGGCTT 
* * *** * *** * * ** ★ ★ ★* ** * * * ** 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 




CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 
CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 
CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 

GTACTGGTGTTAGTCCAGATTGTTG 

GTACTGGTGTTAGTCCAGATTGTTG 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



CCATGCCTTGGAGAATGAATCATTTTTAGATTGTGACATAAATCTTGTAAAAACCTGTCA 
CCATGCCTTGGAGAATGAATCATTTTTAGATTGTGACATAAATCTTGTAAAAACCTGTCA 

CCAAAAAAAAAAAAAAAAAAAAAAA 

CCAAAAAAAAAAAAAAAAAAAAAAA 

AAAAAAAAAAAAAAAAAAAC 

CCATGCAAAAAAAAAAAAAAA 

CCAAAAAAAAAAAAAAAAAAAAAAAAAAA 

CCATGCCTTGGAGAATGAATCATTT AACTGTGCTATGGAGT AGAAGCAGGAG 

CCATGCCTTGGAGAATGAATCATTT AACTGTGCTATGGAGT AGAAGCAGGAG 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GTTATTTTCATCTATGAGAGAAGAGGAGCCCAAACTCTCGCCCACCTGTTCTTAACCAGA 
GTTATTTTCATCTATGAGAGAAGAGGAGCCCAAACTCTCGCCCACCTGTTCTTAACCAGA 



GTT - - TTCAACCTAGTCACAGAGCAGCACCTACCCCCTCCTCCTTTCCACACCTGCAAAC 
GTT - - TTCAACCTAGTCACAGAGCAGCACCTACCCCCTCCTCCTTTCCACACCTGCAAAC 



BD157307 
AK021663 
BC001852 
BC001523 



AAACCCACTGACTTTGGAAATCTCACCTCTGCCACCCATCTACTTGCATTCGTCTTTGGC 
AAACCCACTGACTTTGGAAATCTCACCTCTGCCACCCATCTACTTGCATTCGTCTTTGGC 
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HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



TCTTTTACTTGGGCTGAATATTTAGTGTAATTACATCTCAGCTTTGAGGGCTCCTGTGGC 
TCTTTTACTTGGGCTGAATATTTAGTGTAATTACATCTCAGCTTTGAGGGCTCCTGTGGC 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



AGACCTCAAGATAAATATGGGTTAATGCCTGCATGATGCCTCTGAATTCAGGAATTGCAG 
AGACCTCAAGATAAATATGGGTTAATGCCTGCATGATGCCTCTGAATTCAGGAATTGCAG 



AAATTCCCGGATTAAAAGGTTCCCTGGTTGTGAAAATACAT- - GAGATAAATCATGAAGG 
AAATTCCCGGATTAAAAGGTTCCCTGGTTGTGAAAATACAT - - GAGATAAATCATGAAGG 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GGAAAACTCGGGGCTTTGTGCCAGTCTCTAAGTTGGCAACTTTGGCTGAACAAATGAGTA 
GGAAAACTCGGGGCTTTGTGCCAGTCTCTAAGTTGGCAACTTTGGCTGAACAAATGAGTA 



CCACTATCATCCTCCTTCTGCTTGCACAAGTTTCCTGGGCTGGACCGTTTCAACAGGAGA 
CCACTATCATCCTCCTTCTGCTTGCACAAGTTTCCTGGGCTGGACCGTTTCAACAGGAGA 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GTGGCTTCAGTGTCCTTGCGTACACATTCTGTGGATTGATTTAATGGAGTTGTCAGCATG 
GTGGCTTCAGTGTCCTTGCGTACACATTCTGTGGATTGATTTAATGGAGTTGTCAGCATG 

ATCATTTGAACTCAGGAGGCGGAAGTTGCGGTGAGCCAAGATTGTGCCATTGC - - ACTCC 
ATCATTTGAACTCAGGAGGCGGAAGTTGCGGTGAGCCAAGATTGTGCCATTGC--ACTCC 

ATCATCATCTTCTAGCCAGGGGCATAGTTGCCAAGGCCATTTACCTCTTTCTAAGAAGAA 
ATCATCATCTTCTAGCCAGGGGCATAGTTGCCAAGGCCATTTACCTCTTTCTAAGAAGAA 

AGCCTGGGCAACGAGCGAAACTACATCTC 

AGCCTGGGCAACGAGCGAAACTACATCTC 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 



ACATTTACCCCATGTACTCAAGACATTTCAGTTTTAAAAGTCACTTTCCTATTAGACTTC 
ACATTTACCCCATGTACTCAAGACATTTCAGTTTTAAAAGTCACTTTCCTATTAGACTTC 
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AX034339 



BDl 5 7 3 0 7 TTGAAAAAGATTCTCACATAGCCTCTATGTAATCAGACAAATGACATTTGATTTCAAGAG 

AKO 2 1 6 6 3 TTGAAAAAGATTCTCACATAGCCTCTATGTAATCAGACAAATGACATTTGATTTCAAGAG 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 - 

BD155736 

AK000953 - 

SEQIDl 

AX034339 



BD 1 5 7 3 0 7 CAGAGGGGTAAACATCCTCTGCTAATCGACAGGTAGCAGGTGTCAGAGGAGGCATAATAT 

AKO 2 1 6 6 3 CAGAGGGGTAAACATCCTCTGCTAATCGACAGGTAGCAGGTGTCAGAGGAGGCATAATAT 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BDl 5 7 3 0 7 TAATAGCGCCACCTTCTGTTGGGTCAGTGGAGATGGGTGAGGAGCAGCACAGAGCAGCAG 

AKO 21663 TAATAGCGCCACCTTCTGTTGGGTCAGTGGAGATGGGTGAGGAGCAGCACAGAGCAGCAG 

BC001852 - 

BC001523 

HSM801637 

BC023521 

AK000553 - 

BD155736 

AK000953 

SEQIDl 

AX034339 



BDl 57307 GGATCATCACATGCAGCCAAACTTGGCCTCTGAAGGGGGAAGGTAGTGGGAATAGGTGGT 

AKO 21663 GGATCATCACATGCAGCCAAACTTGGCCTCTGAAGGGGGAAGGTAGTGGGAATAGGTGGT 

BC001852 

BC001523 - - 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 GAGAGAACTCACATTTTTCTCTTGTCCTGGTTTTATATTTCGGAGGGAAAGGATTATTTG 

AKO 2 1 6 6 3 GAGAGAACTCACATTTTTCTCTTGTCCTGGTTTTATATTTCGGAGGGAAAGGATTATTTG 

BC001852 

BC001523 --- 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl --- 

AX034339 



BD157307 
AK021663 
BC001852 



GCCCCATTAAGAATTAAGAGGCTGGGTGCGGTGGCTCACGTCTGTAATCCCAGCACCTTG 
GCCCCATTAAGAATTAAGAGGCTGGGTGCGGTGGCTCACGTCTGTAATCCCAGCACCTTG 
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BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BDl 5 7 3 0 7 GGAGGCCCAGGCAGGCAGATCACCTGAGGTCGGGAGTTCGAGACCAGCGTGACCAACGTG 

AKO 2 1 6 6 3 GGAGGCCCAGGCAGGCAGATCACCTGAGGTCGGGAGTTCGAGACCAGCGTGACCAACGTG 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BDl 57307 GAGAAACCCCCGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGTGCATGCCT 

AKO 21663 GAGAAACCCCCGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGTGCATGCCT 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD 1 5 7 3 0 7 GTGATTCCAGCTACTTGGGAGGTTGAGGCAGGAGAATCATTTGAACTCAGGAGGCGGAAG 

AKO 21663 GTGATTCCAGCTACTTGGGAGGTTGAGGCAGGAGAATCATTTGAACTCAGGAGGCGGAAG 

BC001852 

BC001523 

HSM801637 - 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 - 



BDl 5 7 3 0 7 TTGCGGTGAGCCAAGATTGTGCCATTGCACTCCAGCCTGGGCAACGAGCGAAACTACATC 

AKO 2 1 6 6 3 TTGCGGTGAGCCAAGATTGTGCCATTGCACTCCAGCCTGGGCAACGAGCGAAACTACATC 

BC001852 

BC001523 - 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 TC 

AK021663 TC 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 



SEQIDl 
AX034339 
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SEQ ID 2 Blast Results 

BLASTN 2.2.4 [Aug-26-2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI- BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= SEQ ID 2 

(761 letters) 

Database : embl 

2,705,345 sequences; 4,161,295,712 total letters 



Score E 

Sequences producing significant alignments: (bits) Value 

EM PAT: AX034340 AX034340.1 Sequence 2 from Patent WO0050637. 1476 0.0 

EM HUM: AK000553 AK000553.1 Homo sapiens cDNA FLJ20546 fis, clone... 1010 0.0 

EM HUM: BC023521 BC023521.1 Homo sapiens, similar to hypothetical... 998 0.0 

EM HUM: HSM801637 AL136669.1 Homo sapiens mRNA; cDNA DKFZp564B117 . . . 994 0.0 

EM PAT: BD1S7307 BD157307.1 Primer for synthesizing full-length c... 968 0.0 

EM HUM: AK021663 AK021663.1 Homo sapiens cDNA FLJ11601 fis, clone... 968 0.0 

EM_HUM : BC001852 BC001852.1 Homo sapiens. Similar to hypothetical... 958 0.0 

EM HUM: BC001523 BC001523.1 Homo sapiens, clone MGC:2901 IMAGE:30... 958 0.0 

EM_PAT : BD145718 BD145718.1 Primer for synthesizing full-length c... 944 0.0 

EM_HUM : AC026407 AC026407.4 Homo sapiens chromosome 5 clone CTC-3... 796 0.0 

EM_PAT : BD030696 BD030696.1 Sequence tag and encoded human protein. 618 e-174 

EM Hinyi: AF110136 AF110136.1 Homo sapiens IHG-1 mRNA, partial cds . 366 le-98 

EM_HUM : HS11B6F Z59012.1 H . sapiens CpG island DNA genomic Msel fr... 334 6e-89 

EM_PAT : BD158370 BD158370.1 Primer for synthesizing full-length c... 318 4e-84 

EM PAT: BD14 9143 BD149143.1 Primer for synthesizing full-length c... 318 4e-84 

EM HUM: AK023355 AK023355.1 Homo sapiens cDNA FLJ13293 fis, clone... 318 4e-84 

EM PAT: BDl 5 57 3 6 BD155736.1 Primer for synthesizing full-length c... 220 le-54 

EM_HUM: AK000953 AK000953.1 Homo sapiens cDNA FLJ10091 fis, clone... 220 le-54 

EM HUM: HS189B12R Z65010.1 H. sapiens CpG island DNA genomic Msel ... 192 4e-46 

EM MUS: AL645948 AL645948.10 Mouse DNA sequence from clone RP23-2... 158 6e-36 

EM MUS: BC048575 BC048575.1 Mus musculus, clone IMAGE : 6706151 , mRNA. 116 3e-23 

EM_INV : AC115612 AC115612.2 Dictyostelium discoideum chromosome 2... 48 0.008 

EM MUS: CNS08CA6 AL807402.1 Mus musculus chromosome 11 region in . . . 46 0.031 

EM MUS: AL663096 AL663096.16 Mouse DNA sequence from clone RP23-2... 46 0.031 

EM MUS: AC124036 AC124036.5 Mus Musculus Strain C57BL6/J chromoso. . . 46 0.031 

EM INV: CEY54E2A AL032646.1 Caenorhabditis elegans YAC Y54E2A 46 0.031 

EM_INV : CEY39A1A AL031633.1 Caenorhabditis elegans YAC Y39A1A 46 0.031 

EM HUM: AC074120 AC074120.9 Homo sapiens BAC clone RP11-724M22 fr. . . 46 0.031 

EM MUS: AC112151 AC112151.3 Mus musculus chromosome 2 clone RP24-... 44 0.12 

EM HUM: HS141H5 AL049176.3 Human DNA sequence from clone RP6-141H. . . 44 0.12 

EM_HUM : CNS018OY AL109769.5 Human chromosome 14 DNA sequence BAC ... 44 0.12 

EM HUM: AC104 622 AC104622.3 Homo sapiens BAC clone RP11-481L3 fro... 44 0.12 

EM HUM: AC023277 AC023277.5 Homo sapiens BAC clone RP11-438E5 fro... 44 0.12 

EM_PL : AF052570 AF052570.1 Populus balsamifera subsp. trichocarpa . . . 42 0.49 

EM PAT: AX348558 AX348558.1 Sequence 16 from Patent WO0202807. 42 0.49 

EM PAT: AX345555 AX345555.1 Sequence 626 from Patent WO0200928. 42 0.49 

EM PAT: AX345554 AX345554.1 Sequence 625 from Patent WO0200928. 42 0.49 

EM PAT: AX345506 AX345506.1 Sequence 577 from Patent WO0200928. 42 0.49 

EM PAT: AX344651 AX344651.1 Sequence 76 from Patent WO0200927. 42 0.49 

EM_PAT: AX344650 AX344650.1 Sequence 75 from Patent WO0200927. 42 0.49 

EM_PAT: AX344167 AX344167.1 Sequence 14 from Patent WO0200926. 42 0.49 

EM PAT: AX281394 AX281394.1 Sequence 58 from Patent WO0177376. 42 0.49 

EM_PAT: AX281393 AX281393.1 Sequence 57 from Patent WOO 17 73 76. 42 0.4 9 

EM PAT: AX251753 AX251753.1 Sequence 14 from Patent WO0168911. 42 0.49 

EM OM: AC142302 AC142302.1 Pan troglodytes chromosome 7 clone RP4 . . . 42 0,49 

EM_MUS : AL845479 AL845479.8 Mouse DNA sequence from clone RP23-23... 42 0.49 

EM_MUS : AL731793 AL731793.18 Mouse DNA sequence from clone RP23-1.,. 42 0.49 

EM_MUS : AL591762 AL591762.13 Mouse DNA sequence from clone RP23-4... 42 0.49 

EM_INV : CEY105C5A ALII 7193. 2 Caenorhabditis elegans YAC Y105C5A 42 0.49 



37 

EM_INV : CEK04G2 275712.1 Caenorhabditis elegans cosmid K04G2 42 0.4 9 

EM_INV : CEF57A10 Z9604 8.1 Caenorhabditis elegans cosmid F57A10 42 0.4 9 

EM_INV : CEF18C12 Z75536.1 Caenorhabditis elegans cosmid F18C12 42 0.4 9 

EM_HUM : HS243E7 AL022323 . 7 Human DNA sequence from clone CTA-243E... 42 0.49 

EM_HUM : CNS07EES AL44 5885.1 Human chromosome 14 DNA sequence BAC ... 42 0.4 9 

EM HUM: CNS05TBV AL352976.3 Human chromosome 14 DNA sequence BAC ... 42 0.4 9 

EM HUM: AL606465 AL6Q6465.21 Human DNA sequence from clone RPll-7... 42 0.49 

EM HUM: AL590814 AL590814.5 Human DNA sequence from clone RPll-17... 42 0.49 

EM HUM: AL513327 AL513327,34 Human DNA sequence from clone RPll-4... 42 0.49 

EM HUM: AL358552 AL358552.19 Human DNA sequence from clone RPll-1... 42 0.49 

EM HUM: AL353600 AL353600.10 Human DNA sequence from clone RPll-9... 42 0.49 

EM HUM: AL157935 AL157935,28 Human DNA sequence from clone RPll-2... 42 0,49 

EM_HUM: AL139132 AL139132.16 Human DNA sequence from clone RPll-1... 42 0.49 

EM_HUM: AL138876 AL138876.23 Human DNA sequence from clone RPll-1... 42 0.49 

EM HUM: AL138807 AL138807.12 Human DNA sequence from clone RP5-82... 42 0.49 

EM HUM: AL138767 AL138767.15 Human DNA sequence from clone RPll-5... 42 0.49 

EM HUM: AL133544 AL133544.6 Human DNA sequence from clone RP1-71N. . . 42 0.49 

EM HUM: AL133320 AL133320.8 Human DNA sequence from clone RP4-547... 42 0.49 

EM_HUM : AC114484 AC114484.2 Homo sapiens chromosome 1 clone RP4-6... 42 0.49 

EM_HUM : AC113175 AC113175.2 Homo sapiens chromosome 1 clone RP4-7... 42 0.49 

EM HUM: AC096659 AC096659.1 Homo sapiens BAC clone RP11-45I20 fro... 42 0.49 

EM HUM: AC087286 AC087286.12 Homo sapiens chromosome 15, clone RP... 42 0.49 

EM HUM: AC080037 AC080037.il Homo sapiens chromosome 17, clone CT. . . 42 0.49 

EM HUM: AC027804 AC027804.7 Homo sapiens chromosome 11, clone RPl . . . 42 0.49 

EM HUM: AC026333 AC026333.28 Homo sapiens 12 BAC RP11-324E6 (Rosw. . . 42 0.49 

EM HUM: AC025260 AC025260.29 Homo sapiens 12 BAC RPll-356022 (Ros... 42 0.49 

EM_HUM : AC022746 AC022746.10 Homo sapiens chromosome 10, clone RP. . . 42 0.49 

EM HUM: AC018710 AC018710.4 Homo sapiens BAC clone RP11-296L20 fr. . . 42 0.49 

EM HUM: AC013603 AC013603.17 Homo sapiens, clone RP11-10D7, compl . . . 42 0,49 

EM HUM: AC011739 AC011739.7 Homo sapiens BAC clone RP11-68H19 fro... 42 0.49 

EM HUM: AC011120 AC011120.il Homo sapiens chromosome 17, clone RP... 42 0.49 

EM HUM: AC007656 AC007656.2 Homo sapiens 12q22 BAC RPCI11-534P6 (... 42 0.49 

EM STS: BV000756 BV000756.1 S210P6055FG3 . TO BALB/cByJ Mus musculu... 40 2.0 

EM PRO: AP001118 AP001118.1 Buchnera aphidicola str. APS (Acyrtho. . . 40 2.0 

EM PRO: AF279106 AF279106.1 Uncultured proteobacterium EBAC31A08 ... 40 2.0 

EM_PRO : AB063522 AB063522.2 Wigglesworthia brevipalpis DNA, compl... 40 2.0 

EM_PL : STCHLABP Z35160.1 S . tuberosum gene for chlorophyll a/b bin... 40 2.0 

EM_PL : AF277454 AF277454.1 Zea mays UMP synthase (UMPS) mRNA, UMP . . . 40 2,0 

EM_PAT: BD06152 0 BD061520.1 Genome DNA of symbiotic bacteria of a... 40 2.0 

EM PAT: AX696303 AX696303.1 Sequence 10 from Patent WO02057432 . 40 2.0 

EM_PAT : AX695776 AX695776.1 Sequence 1403 from Patent WO03008583 . 40 2.0 

EM PAT: AX34 884 9 AX348849.1 Sequence 307 from Patent WO0202807. 40 2.0 

EM PAT: AX348629 AX348629.1 Sequence 87 from Patent WO0202807. 40 2.0 

EM PAT : AX34 6760 AX346760.1 Sequence 1831 from Patent WO0200928. 40 2.0 

EM PAT: AX346221 AX346221.1 Sequence 1292 from Patent WO0200928. 40 2.0 

EM PAT: AX344709 AX344709.1 Sequence 134 from Patent WO0200927. 40 2.0 

EM PAT: AX344559 AX344559.1 Sequence 10 from Patent WO0200932 . 40 2.0 

EM PAT: AX34444Q AX344440.1 Sequence 287 from Patent WO0200926. 40 2.0 

EM PAT: AX344238 AX344238.1 Sequence 85 from Patent WO0200926. 40 2.0 

EM PAT: AX281316 AX281316.1 Sequence 58 from Patent WO0177164 . 40 2.0 

EM PAT: AX251852 AX251852.1 Sequence 113 from Patent WO0168911. 40 2.0 

>EM_PAT : AX034340 AX034340.1 Sequence 2 from Patent WO0050637. 
Length =761 

Score - 1476 bits (738), Expect = 0.0 
Identities = 761/761 (100%) 
Strand = Plus / Plus 

Query: 1 ggtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctggggga 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 ggtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctggggga 60 
Query: 61 tacagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaac 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 tacagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaac 120 



Query: 



121 tgggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccg 180 
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llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 121 tgggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccg 180 
Query: 181 cttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagtt 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 181 cttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagtt 240 
Query: 241 cttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggtt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 cttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggtt 300 
Query: 301 ttgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactacca 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 301 ttgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactacca 360 
Query: 361 cccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgc 420 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 361 cccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgc 420 
Query: 421 tttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggcca 4 80 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

Sbjct: 421 tttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggcca 480 
Query: 4 81 aggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaaagggc 54 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 481 aggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaaagggc 540 
Query: 541 cagatagccccgccccggaagtgttctcttcgtggctactctagccgtagggcggtcata 600 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 541 cagatagccccgccccggaagtgttctcttcgtggctactctagccgtagggcggtcata 600 
Query; 601 gtctctctcgsctctccctgkagttcttaamcyyccagggaaaraggatggaggtttagg 660 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 601 gtctctctcgsctctccctgkagttcttaamcyyccagggaaaraggatggaggtttagg 660 
Query: 661 ttcctccgttagcaccttccacgcttgcttcttcctcctcccggtctgcggcaaatcagt 720 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

Sbjct: 661 ttcctccgttagcaccttccacgcttgcttcttcctcctcccggtctgcggcaaatcagt 720 
Query: 721 ctcacgaggtttttaaaaattattttttatctgctggcctt 761 

lllillllllllllllllllllllllllllllllMIIIII 

Sbjct: 721 ctcacgaggtttttaaaaattattttttatctgctggcctt 761 

>EM_HUM:AK000553 AK000553.1 Homo sapiens cDNA FLJ20546 fis, clone KAT11504 . 
Length = 1233 

Score = 1010 bits (505), Expect = 0.0 
Identities = 535/544 (98%), Gaps = 3/544 (0%) 
Strand = Plus / Minus 



Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

lllllllllllllllllllllllllllllllllllllllllll Mllllllllllllll 

Sbjct: 541 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 483 

Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 482 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 423 
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Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiiiiiiiiimiiii iimiiiiiiiiiiiiiiiiiiiiiiiimii 

Sbjct: 422 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 364 



Query : 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 

III iiiiiiiiiiiiiiiiiiiiiiimiim iiiiiiimiiiiiiiiiimi 

Sbjct : 363 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 



241 



305 



Query : 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 

III llllllll III mil I II II iiiiiiiiii III llllllll Mil iiiiiiiim 

Sbjct : 304 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 



301 



245 



Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

III miiiii III MM 1 1 II II iiiiiimiiii llllllll Mil II llllllll 

Sbjct: 244 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 185 



Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

III mmiimmi II II IIIIIIIIII Ml II mil Ml iiiiiiiiiii MM 

Sbjct: 184 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 125 



Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 4 81 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 124 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 65 
Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaaagggcc 541 

iiiiiiiiiMiiiiiiiiiiiiiimiiiiiiiiiiiiiiiii imiMimm 

Sbjct: 64 ggaatcgtgaaccttaactttacaggcgccccacattctacacgctgaaaggaaagggcc 5 



Query: 542 agat 54 5 

MM 

Sbjct: 4 agat 1 



>EM HUM: BC023521 BC023521.1 Homo sapiens, similar to hypothetical protein FLJ20546, 
clone MGC:12607 IMAGE : 412 684 0, mRNA, complete cds . 
Length = 1224 

Score = 998 bits (499), Expect = 0.0 
Identities = 526/534 (98%), Gaps = 3/534 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

MIIIIIIIIIIMMmilllllllllllllllllllllll IIIIIMIIIIIIIII 

Sbjct: 540 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 482 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

mmiimi iiiimmiiiiiiiiiiiiimiii iiiiiiiiiiiiiiiii 

Sbjct: 481 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 422 



Query : 
Sbjct: 



122 



421 



gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 

mill iiiiiiiiiiiiiiiiM imiiiiiiiiiiiiiiiiiiiiiiMiiiiii 

gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 



181 



363 



Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

Ml iiMiiiiiMiiiiiimiiiimmi iiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 362 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 304 



Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 
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IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Sbjct: 303 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 244 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllll 

Sbjct: 243 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 184 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 183 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 124 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 4 81 

IIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIilllllllllllllllllllllllllll 

Sbjct: 123 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 64 
Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaa 535 

IIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

Sbjct: 63 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaa 10 

>EM__HUM : HSM801637 AL136669.1 Homo 'sapiens mRNA; cDNA DKFZp564B1172 (from clone 
DKF2p564B1172) ; complete cds 
Length = 1216 

Score = 994 bits (497), Expect =0.0 
Identities = 524/532 (98%), Gaps = 3/532 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii 

Sbjct: 533 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 475 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

IIIIIIIMIII lllllllllllllllllllllllllllll lllllllllllllllll 

Sbjct: 474 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 415 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill miiiimmmii iiiiiiiiiiiiiiiiiimiimiiiiiiii 

Sbjct: 414 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 356 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III imiiimmiiiiiiiiiimiiiii iiiiiiiiiiiiimiiiimi 

Sbjct: 355 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 297 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

iiiiiiiiiiiiiiiiimiiiiiiiiiiiiiiiimiiiiiiiiiiiiiiiiiiiii 

Sbjct: 296 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 237 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiimiiiimimiiiiiiiiiiiiiiimmiiiii iiiiiiii 

Sbjct: 236 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 177 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiimiiiiimmiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiimiiii 

Sbjct: 176 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 117 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 4 81 

II mm iiiiiii III III III II iiiiiiiiiiimiiii IIIIIIIIIIIIIIII 

Sbjct: 116 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 57 
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Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaagg 533 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 56 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaagg 5 

>EM PAT : BDl 57307 BD157307.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length =2263 

Score = 968 bits (484), Expect = 0.0 
Identities = 511/519 (98%), Gaps = 3/519 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

I II I mill iiiiiii III I II III III iiiiiii III III I I III Illlllllllll 

Sbjct: 516 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 458 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

IIIIIIMIIII IIIIIIIIIIIIIIIIIIIIIIIIIMII lllllllllllllllll 

Sbjct: 457 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 398 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

IIIMI llllllllllllllllll IIIIIIIIIIIIMIIIIIIIIMIIIIIIIIII 

Sbjct: 397 gggaggccacgtgagtcatgaactt -actggctcttcttttaaaccaattggttttccgc 339 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III IIIIIIIIIIIIIIIIIIIIIIIIIMIIII IIMIIIIIIIIIIIIIIIIIIII 

Sbjct: 338 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 280 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 279 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 220 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

IIIIMIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIIIIIIIIIIIIII llllllll 

Sbjct: 219 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 160 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 159 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 100 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 481 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII 

Sbjct: 99 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 40 
Query: 482 ggaatcgtgaaccttaactttacaggcgccccacattct 520 

IIIMIIIIIMIIIIIIIIIIMIIIIIIIIIilllll 

Sbjct: 39 ggaatcgtgaaccttaactttacaggcgccccacattct 1 

>EM HUM: AK021663 AK021663.1 Homo sapiens cDNA FLJ11601 fis, clone HEMBA1003893 . 
Length = 2263 

Score = 968 bits (484), Expect = 0.0 
Identities = 511/519 (98%), Gaps = 3/519 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii 
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Sbjct: 516 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 458 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 457 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 398 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 397 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 339 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

ill lllllllllllllllllllllllllllllll IIIIIIIIIIIIIIMMIIIIII 

Sbjct: 338 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 280 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

IIIIIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIII 

Sbjct: 279 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 220 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIII llllllll 

Sbjct: 219 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 160 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

IIMIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 159 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 100 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 4 81 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiMiiiiiin 

Sbjct: 99 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 40 
Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattct 520 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIII 

Sbjct: 39 ggaatcgtgaaccttaactttacaggcgccccacattct 1 

>EM HUM: BC001852 BC001852.1 Homo sapiens. Similar to hypothetical protein FLJ20546, 
clone MGC:4529 IMAGE : 3010614 , mRNA, complete cds . 
Length =1208 

Score = 958 bits (479), Expect = 0.0 
Identities = 506/514 (98%), Gaps = 3/514 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMI lillllMIMIIIII 

Sbjct: 520 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 462 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

IIIIIIIIIIII IIIIMIIIIIIIIIIIIIIMIIIIIII IIIIIIIIIIIIIIIII 

Sbjct: 461 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 402 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiiiiiiiiiiiiim iiiiiiiiimimimimiiiiiimi 

Sbjct: 401 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 343 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III iiiiiiiiimiiiiimiiiiiiiiiii imiiimiiiiiiiiiiiiii 

Sbjct: 342 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 284 
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Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 283 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 224 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

IIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII llllllll 

Sbjct: 223 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 164 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 163 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 104 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 481 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 103 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 44 
Query: 482 ggaatcgtgaaccttaactttacaggcgccccac 515 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 43 ggaatcgtgaaccttaactttacaggcgccccac 10 

>EM HUM: BC001523 BC001523.1 Homo sapiens, clone MGC:2901 IMAGE : 3010614 , mRNA, 
complete cds. 
Length = 1208 

Score = 958 bits (479), Expect = 0.0 
Identities = 506/514 (98%) , Gaps = 3/514 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii 

Sbjct: 520 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 462 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 461 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 402 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 401 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 343 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 342 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 284 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 283 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 224 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllll 

Sbjct: 223 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 164 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 163 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 104 



Query: 
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ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 4 81 
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llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 103 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 44 
Query: 482 ggaatcgtgaaccttaactttacaggcgccccac 515 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 43 ggaatcgtgaaccttaactttacaggcgccccac 10 

>EM PAT: BD145718 BD145718.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length = 856 

Score = 944 bits (472), Expect = 0.0 
Identities = 507/519 (97%), Gaps = 3/519 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiii iiiiiiiiiiiiiiii 

Sbjct: 516 gtcctttaaagtctggttgctgggatacaccnngactcttccg-tcaaagcctgggggat 458 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

llllllllllll IIIIIIIIIIIIIIIIMIIIIIIIIIII lllllllllllllll I 

Sbjct: 457 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaant 398 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiMiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 397 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 339 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 338 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 280 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

llllllllllll iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 279 ttccatcacagtntgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 220 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllll 

Sbjct: 219 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 160 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 159 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 100 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 481 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 99 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 40 
Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattct 520 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 39 ggaatcgtgaaccttaactttacaggcgccccacattct 1 

>EM HUM: AC0264 07 AC026407.4 Homo sapiens chromosome 5 clone CTC-370J7, complete sequence. 
Length = 155344 

Score = 796 bits (398), Expect =0.0 
Identities = 421/433 (97%) 
Strand = Plus / Plus 



45 



Query: 325 accgatggaaattccggccgtccagccgnactaccacccagcagtgtgccaggcaggtgt 384 

iiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116085 accgatggaaattccggccgtccagccgcactaccacccagcagtgtgccaggcaggtgt 116144 
Query: 385 cgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccccaatc 444 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116145 cgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccccaatc 116204 
Query: 44 5 tcaggtaccgtctcagagtgatggaaatggtggccaaggaatcgtgaaccttaactttac 504 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116205 tcaggtaccgtctcagagtgatggaaatggtggccaaggaatcgtgaaccttaactttac 116264 
Query: 505 aggcgccccacattctacacgcggaaaggaaagggccagatagccccgccccggaagtgt 564 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116265 aggcgccccacattctacacgcggaaaggaaagggccagatagccccgccccggaagtgt 116324 
Query: 565 tctcttcgtggctactctagccgtagggcggtcatagtctctctcgsctctccctgkagt 624 

Illlllll iiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii iiiiiiiii III 

Sbjct: 116325 tctcttcgcggctactctagccgtagggcagtcatagtctctctcgcctctccctgtagt 116384 
Query: 625 tcttaamcyyccagggaaaraggatggaggtttaggttcctccgttagcaccttccacgc 684 

MUM I Mill III IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 116385 tcttaacctcccaggcaaagaggatggaggtttaggttcctccgttagcaccttccacgc 116444 
Query: 685 ttgcttcttcctcctcccggtctgcggcaaatcagtctcacgaggtttttaaaaattatt 744 

IlilMIIIIIIIIIIIII lllllllllllllllllllllllllllllllllllllll 

Sbjct: 116445 ttgcttcttcctcctcccgtcctgcggcaaatcagtctcacgaggtttttaaaaattatt 116504 



Query: 745 ttttatctgctgg 757 

lllllllllllll 
Sbjct: 116505 ttttatctgctgg 116517 



Score = 338 bits (169) , Expect = 4e-90 
Identities = 177/179 (98%) , Gaps = 1/179 (0%) 
Strand = Plus / Plus 



Query: 14 9 ctggctcttcttttaaaccaattggttttccgcttgwacacaaagctgtactcatcactc 208 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII lllllllllllllllllllllll 

Sbjct: 114674 ctggctcttcttttaaaccaattggttttccgcttgaacacaaagctgtactcatcactc 114733 
Query: 209 tgtccataacgcgatcacaatatcctctagttcttccatcacagtctgcgcacatttggt 268 

Illlllll iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 114734 tgtccata-cgcgatcacaatatcctctagttcttccatcacagtctgcgcacatttggt 114792 
Query: 269 catcagctggagagcacggctgtcattgggttttgcaaagttgtgcttctcagcaaacc 327 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 114793 catcagctggagagcacggctgtcattgggttttgcaaagttgtgcttctcagcaaacc 114851 



Score = 262 bits (131) , Expect = 3e-67 
Identities = 141/145 (97%), Gaps = 1/145 (0%) 
Strand = Plus / Plus 



Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii IIIIIIIIIIIIIIII 

Sbjct: 112998 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 113056 
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Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii lllllllllllllllllllllllllllll iiiiiiiiiiiiiiiii 

Sbjct: 113057 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 113116 
Query: 122 gggaggycacgtgagtcatgaactt 14 6 

mill iiiiiiiiiiiiiiiiii 

Sbjct: 113117 gggaggccacgtgagtcatgaactt 113141 

>EM PAT: BD030696 BD030696.1 Sequence tag and encoded human protein. 
Length =337 

Score = 618 bits (309), Expect = e-174 
Identities = 331/338 (97%), Gaps = 2/338 (0%) 
Strand = Plus / Minus 

Query: 200 tcatcactctgtccataacgcgatcacaatatcctctagttcttccatcacagtctgcgc 259 

IIIIIIIIIIIIIIIII IIIIMIIIIIIIIIIIIIIIIIIIIIIIII llllllllll 

Sbjct: 337 tcatcactctgtccata-cgcgatcacaatatcctctagttcttccatc-cagtctgcgc 280 
Query: 260 acatttggtcatcagctggagagcacggctgtcattgggttttgcaaagttgtgcttctc 319 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 279 acatttggtcatcagctggagagcacggctgtcattgggttttgcaaagttgtgcttctc 220 
Query: 320 agcaaaccgatggaaattccggccgtccagccgnactaccacccagcagtgtgccaggca 379 

llllllllilllllllllllllllllllMIII llllllllllllllllllllllllll 

Sbjct: 219 agcaaaccgatggaaattccggccgtccagccgcactaccacccagcagtgtgccaggca 160 
Query: 380 ggtgtcgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccc 439 

llllllllllllllllllllllllllllllllllllllll lllllllllll IIIMII 

Sbjct: 159 ggtgtcgtcagcctcgaagtccctcacgtactcgaacttgytttttgccatgrtcgcccc 100 
Query: 440 caatctcaggtaccgtctcagagtgatggaaatggtggccaaggaatcgtgaaccttaac 499 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiii 

Sbjct: 99 caatctcaggtaccgtctcagagtgatggaaatggtggccaaggaatcgtgawccttaac 40 
Query: 500 tttacaggcgccccacattctacacgcggaaaggaaag 537 

iiiiiiiiiiiiiiiiiiiiiiiiiii llllllllll 

Sbjct: 39 tttacaggcgccccacattctacacgctgaaaggaaag 2 

>EM_HUM : AF110136 AF110136.1 Homo sapiens IHG-1 mRNA, partial cds . 
Length =198 

Score = 366 bits (183), Expect = le-98 
Identities = 194/199 (97%), Gaps = 1/199 (0%) 
Strand = Plus / Plus 

Query: 1 ggtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctggggga 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 ggtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctggggga 60 
Query: 61 tacagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaac 120 

iiiiiiiiiiiii lllllllllllllllllllllllllllll llllllllllllllll 

Sbjct: 61 tacagaaggggctagtcctcaaagtaatcccgccaataaaacatatagctggaggcaaac 120 
Query: 121 tgggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccg 180 

IIIMII llllllllllllllll lllllllllllllllllllllllllllllllllll 

Sbjct: 121 tgggaggtcacgtgagtcatgaac-ttactggctcttcttttaaaccaattggttttccg 179 
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Query: 181 cttgwacacaaagctgtac 199 

INI llllllllllllll 

Sbjct: 180 Cttgtacacaaagctgtac 198 

>EM_HUM: HS11B6F Z59012.1 H. sapiens CpG island DNA genomic Msel fragment, clone 
libs, forward read cpgllb6 . f tla . 
Length =2 74 

Score = 334 bits (167), Expect = 6e-89 
Identities = 171/173 (98%) 
Strand = Plus / Minus 

Query: 325 accgatggaaattccggccgtccagccgnactaccacccagcagtgtgccaggcaggtgt 384 

iiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiii iiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 173 accgatggaaattccggccgtccagccgcactaccanccagcagtgtgccaggcaggtgt 114 
Query: 385 cgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccccaatc 444 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 113 cgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccccaatc 54 
Query: 445 tcaggtaccgtctcagagtgatggaaatggtggccaaggaatcgtgaacctta 4 97 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 53 tcaggtaccgtctcagagtgatggaaatggtggccaaggaatcgtgaacctta 1 

>EM PAT: BD158370 BD158370.1 Primer for synthesizing full-length cDNA and use 
thereof , 
Length = 1780 

Score = 318 bits (159), Expect = 4e-84 
Identities = 176/181 (97%), Gaps = 2/181 (1%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii IIIIIIIIIIIIIIII 

Sbjct: 179 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 121 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

Illlllllllll IIIMIIIIIIIIIIIIIIIIIIIIIIII lllllllllllllllll 

Sbjct: 120 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 61 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

llllll IIIIIIIIIIIIIIII IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 60 gggaggccacgtgagtcatgaac-ttactggctcttcttttaaaccaattggttttccgc 2 

Query: 182 t 182 
I 

Sbjct: 1 t 1 

>EM PAT: BD14 9143 BD149143.1 Primer for synthesizing full-length cDNA and use 
thereof . 
Length = 618 

Score = 318 bits (159) , Expect = 4e-84 
Identities = 176/181 (97%) , Gaps = 2/181 (1%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

lllllllllllllllllllllllllllllllllllllllllll IIIIIIIIIIIIIIM 

Sbjct: 179 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 121 
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Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 120 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 61 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

iiiiii iiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiniiiiiiiiiiiiiiiii 

Sbjct: 60 gggaggccacgtgagtcatgaac-ttactggctcttcttttaaaccaattggttttccgc 2 

Query: 182 t 182 
I 

Sbjct: 1 t 1 

>EM HUM: AK023355 AK023355.1 Homo sapiens cDNA FLJ13293 fis, clone OVARC1001188 . 
Length = 1780 

Score = 318 bits (159) , Expect = 4e-84 
Identities = 176/181 (97%), Gaps = 2/181 (1%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII IIIIIIIIIIIIIIII 

Sbjct: 179 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 121 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

IIIIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIIIIIIIIIIII 

Sbjct: 120 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 61 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

IIIIII IIIIIIIIIIIIIIII iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 60 gggaggccacgtgagtcatgaac-ttactggctcttcttttaaaccaattggttttccgc 2 

Query: 182 t 182 
I 

Sbjct: 1 t 1 

>EM PAT: BD155736 BD155736.1 Primer for synthesizing full-length cDNA and use thereof. 
Length = 2159 

Score = 220 bits (110), Expect = le-54 
Identities = 119/122 (97%) , Gaps = 1/122 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii IIIIIIIIIIIIIIII 

Sbjct: 1121 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 1063 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

IIIIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIMIIIIIIIII 

Sbjct: 1062 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 1003 

Query: 122 gg 123 
II 

Sbjct: 1002 gg 1001 

>EM HUM: AK000953 AK000953.1 Homo sapiens cDNA FLJ10091 fis, clone HEMBA1002267 , weakly 
similar to Sus scrofa decorin mRNA. 
Length = 2159 
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Score = 220 bits (110) , Expect = le-54 
Identities = 119/122 (97%), Gaps = 1/122 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllllllllllll 

Sbjct: 1121 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 1063 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 1062 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 1003 

Query: 122 gg 123 
II 

Sbjct: 1002 gg 1001 

>EM HUM: HS189B12R Z65010.1 H. sapiens CpG island DNA genomic Msel fragment, clone 
189bl2, reverse read cpgl89bl2 . rtla . 
Length = 132 

Score = 192 bits (96) , Expect = 4e-46 
Identities = 122/132 (92%), Gaps = 1/132 (0%) 
Strand = Plus / Minus 

Query: 4 97 aactttacaggcgccccacattctacacgcggaaaggaaagggccagatagccccgcccc 556 

llllllllllllllllllllllllllll lllllllll lllllllllll IMIIIIII 

Sbjct: 132 aactttacaggcgccccacattctacacncggaaagganagggccagatanccccgcccc 73 
Query: 557 ggaagtgtt-ctcttcgtggctactctagccgtagggcggtcatagtctctctcgsctct 615 

lllllllll lllllll I llllllllllllllll I llllllllllllllll MM 

Sbjct: 72 ggaagtgttactcttcgcgnctactctagccgtaggacagtcatagtctctctcgcctct 13 
Query: 616 ccctgkagttct 627 

Mill null 

Sbjct: 12 ccctgtagttct 1 

>EM_MUS : AL645948 AL645948.10 Mouse DNA sequence from clone RP23-298M7 on chromosome 11 
Length = 207877 

Score = 158 bits (79) , Expect - 6e-36 
Identities = 128/145 (88%), Gaps = 1/145 (0%) 
Strand = Plus / Plus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

mill iiiiiiiiiiiiii lllllll lllllllll II mil mil im 

Sbjct: 176998 gtccttcaaagtctggttgctaggatacaacacgactctccca-tcaaatcctggaggat 177056 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

II lllllllll iiiiiiiiiiiiiiiiiiiii mil I II iiiiiiiiiiiii 

Sbjct: 177057 accgaaggggctggtcctcaaagtaatcccgccagtaaaatacgtaactggaggcaaact 177116 
Query: 122 gggaggycacgtgagtcatgaactt 146 

mm Nil IIIIIIIIIIIII 

Sbjct: 177117 gggaggccacgagagtcatgaactt 177141 



Score = 146 bits (73), Expect = 2e-32 
Identities = 153/179 (85%), Gaps = 1/179 (0%) 
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Strand = Plus / Plus 



Query: 14 9 ctggctcttcttttaaaccaattggttttccgcttgwacacaaagctgtactcatcactc 208 

llllllllllllll lllllllll I III I II llllllllllllllll llllll 
Sbjct: 178294 ctggctcttcttttgaaccaattgctcttcttcctgaacacaaagctgtactcgtcactc 178353 

Query: 209 tgtccataacgcgatcacaatatcctctagttcttccatcacagtctgcgcacatttggt 268 

II II M III llllllll Mill II II Mill II Mill lllllllllll 

Sbjct: 178354 tggccgta-cgcaatcacaatgtcctccagctcctccattactgtctgggcacatttggt 178412 
Query: 269 catcagctggagagcacggctgtcattgggttttgcaaagttgtgcttctcagcaaacc 327 

llllll Mill II II llllllll Mill lllllllllllll lllllllllll 

Sbjct: 178413 catcagatggagggcccgactgtcattaggtttggcaaagttgtgctcctcagcaaacc 178471 



Score = 116 bits (58) , Expect = 3e-23 
Identities = 114/133 (85%) 
Strand = Plus / Plus 



Query: 325 accgatggaaattccggccgtccagccgnactaccacccagcagtgtgccaggcaggtgt 384 

MM lllllllllllllllllllllll II llllllllllllll I llllll MM 

Sbjct: 179511 accggtggaaattccggccgtccagccgcaccaccacccagcagtgcggcaggcatgtgt 179570 
Query: 3 85 cgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccccaatc 444 

I I I MM M I II lllllllll llllllll II IIIIMI I lllllllll 

Sbjct: 179571 cctgaacctcaaaattccgcacgtactcaaacttgctcttggccatggccacccccaatc 179630 



Query: 445 tcaggtaccgtct 4 57 

Mill IIIIIM 

Sbjct: 179631 tcaggcaccgtct 179643 



>EM_MUS: BC048575 BC048575.1 Mus musculus , clone IMAGE : 6706151 , mRNA. 
Length = 526 



Score = 116 bits (58) , Expect 
Identities = 114/133 (85%) 
Strand = Plus / Plus 



3e-23 



Query: 325 accgatggaaattccggccgtccagccgnactaccacccagcagtgtgccaggcaggtgt 384 

MM IIIIIIIIIIIMIIIIIIIIII II llllllllllllll I llllll MM 

Sbjct: 31 accggtggaaattccggccgtccagccgcaccaccacccagcagtgcggcaggcatgtgt 90 

Query: 385 cgtcagcctcgaagtccctcacgtactcgaacttgctttttgccatggtcgcccccaatc 444 

I I I MM II I M lllllllll llllllll II IIIIIM I lllllllll 

Sbjct: 91 cctgaacctcaaaattccgcacgtactcaaacttgctcttggccatggccacccccaatc 150 



Query: 445 tcaggtaccgtct 457 

IIIM IIIIIM 

Sbjct: 151 tcaggcaccgtct 163 



>EM INV: AC115612 AC115612.2 Dictyosteliutn discoideum chromosome 2 map 6245135-6357017 
strain AX4, complete sequence. 
Length = 111882 



Score =48.5 bits (24), Expect = 0.008 
Identities = 24/24 (100%) 
Strand := Plus / Minus 
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Query: 730 tttttaaaaattattttttatctg 753 

IIIIIMIIIIIIIIIIIIIIIII 
Sbjct: 96421 tttttaaaaattattttttatctg 96398 

>EM MUS: CNS08CA6 AL807402.1 Mus tnusculus chromosome 11 region in the Om locus area 
(DllMit37-Scya6) clone 437H9 of library RPCI-23 from 
chromosome 11 of strain C57B1/6 of Mus musculus (mouse) 
Length = 205701 

Score = 46.5 bits (23), Expect - 0,031 
Identities = 23/23 (100%) 
Strand = Plus / Minus 

Query: 728 ggtttttaaaaattattttttat 750 

IIIIIIIIMIIMIIIIIIIII 
Sbjct: 95766 ggtttttaaaaattattttttat 95744 

>EM_MUS : AL663096 AL663096.16 Mouse DNA sequence from clone RP23-249K18 on chromosome 11 
Length = 86442 

Score =46.5 bits (23), Expect = 0,031 
Identities = 23/23 (100%) 
Strand = Plus / Minus 

Query: 728 ggtttttaaaaattattttttat 750 

lllllllllllllllllllllll 
Sbjct: 49682 ggtttttaaaaattattttttat 49660 

>EM MUS: AC124036 AC124 036.5 Mus Musculus Strain C57BL6/J chromosome 11 BAG Clone 
RP24-100D7, Complete Sequence, complete sequence. 
Length = 228907 

Score = 46.5 bits (23), Expect = 0.031 
Identities = 23/23 (100%) 
Strand = Plus / Minus 



Query: 728 ggtttttaaaaattattttttat 750 

lllllllllllllllllllllll 
Sbjct: 200055 ggtttttaaaaattattttttat 200033 



>EM INV: CEY54E2A AL032646.1 Caenorhabditis elegans YAC Y54E2A 
Length = 62615 

Score =46.5 bits (23), Expect = 0.031 
Identities = 23/23 (100%) 
Strand = Plus / Minus 



Query: 730 tttttaaaaattattttttatct 752 

lllllllllllllllllllllll 
Sbjct: 42711 tttttaaaaattattttttatct 42689 



>EM INV: CEY39A1A AL031633.1 Caenorhabditis elegans YAC Y39A1A 
Length = 110960 

Score =46.5 bits (23), Expect = 0.031 
Identities = 26/27 (96%) 
Strand = Plus / Plus 



Query: 725 cgaggtttttaaaaattattttttatc 751 

Mil IIIIIIIIIIIIIIIIIIMII 

Sbjct: 54089 cgagttttttaaaaattattttttatc 54115 
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>EM HUM: ACQ 74 120 AC074120.9 Homo sapiens BAG clone RP11-724M22 from 4, complete sequence. 
Length = 150013 

Score =46.5 bits (23), Expect = 0.031 
Identities = 23/23 (100%) 
Strand = Plus / Minus 

Query: 730 tttttaaaaattattttttatct 752 

IIIIIIMIIIIIIIIIIIIIII 
Sbjct: 135909 tttttaaaaattattttttatct 135887 

>EM MUS: AC112151 AC112151.3 Mus musculus chromosome 2 clone RP24-86M8, complete 
sequence . 
Length = 216515 

Score =44.5 bits (22), Expect =0.12 
Identities = 22/22 (100%) 
Strand = Plus / Plus 

Query: 72 6 gaggtttttaaaaattattttt 74 7 

IIIIIIIIIIIIIMIIIIIII 
Sbjct: 58352 gaggtttttaaaaattattttt 58373 

>EM_HUM : HS141H5 AL049176.3 Human DNA sequence from clone RP6-141H5 on chromosome 
Xq22 .1-23 
Length = 121600 

Score =44.5 bits (22), Expect - 0.12 
Identities = 25/26 (96%) 
Strand = Plus / Plus 

Query: 729 gtttttaaaaattattttttatctgc 754 

IMIIIIIIIIIIIIIII lllllll 

Sbjct: 65663 gtttttaaaaattattttctatctgc 65688 

>EM_HUM : CNS0180Y AL109769.5 Human chromosome 14 DNA sequence BAG R-501E21 of library 
RPGI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 161938 

Score =44.5 bits (22), Expect = 0.12 
Identities = 22/22 (100%) 
Strand = Plus / Minus 

Query: 731 ttttaaaaattattttttatct 752 

IIIMIIIIIIIIIIIIIIIII 

Sbjct: 60737 ttttaaaaattattttttatct 60716 

>EM_HUM : ACl 04622 AC104622.3 Homo sapiens BAG clone RP11-481L3 from 2, complete sequence. 
Length = 53114 



Score =44.5 bits (22), Expect = 0.12 
Identities = 22/22 (100%) 
Strand = Plus / Plus 



Query: 729 gtttttaaaaattattttttat 750 

IIIIIIIIIIIIIMIIIIIII 

Sbjct: 19385 gtttttaaaaattattttttat 19406 



>EM HUM: AC023277 AC023277.5 Homo sapiens BAG clone RP11-438E5 from 4, complete sequence. 
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Length = 163257 

Score = 44.5 bits (22), Expect = 0.12 
Identities = 22/22 (100%) 
Strand - Plus / Minus 



Query: 726 gaggtttttaaaaattattttt 747 

IIIMIIIIIIIIIIIIIIIII 

Sbjct: 111651 gaggtttttaaaaattattttt 111630 



>EM PL: AF052570 AF052570.1 Populus balsamifera sxibsp. trichocarpa AGAMOUS homolog 
(PTAGl) gene, complete cds . 
Length = 11485 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 730 tttttaaaaattattttttat 750 

lllllllllllllllllllll 
Sbjct: 4925 tttttaaaaattattttttat 4945 



>EM PAT: AX348558 AX348558.1 Sequence 16 from Patent WO0202807. 
Length = 17293 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 729 gtttttaaaaattatttttta 749 

IIIIIIIIIIIIMIIIIIII 
Sbjct: 9039 gtttttaaaaattatttttta 9059 



>EM PAT: AX345555 AX345555.1 Sequence 626 from Patent WO0200928. 
Length = 16891 

Score ~ 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 730 tttttaaaaattattttttat 750 

lllllllllllllllllllll 
Sbjct: 856 tttttaaaaattattttttat 876 



>EM PAT: AX345554 AX345554.1 Sequence 625 from Patent WO0200928. 
Length = 16891 

Score =42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 730 tttttaaaaattattttttat 750 

lllllllllllllllllllll 
Sbjct: 16036 tttttaaaaattattttttat 16016 



>EM_PAT: AX345506 AX345506.1 Sequence 577 from Patent WO0200928. 
Length = 11155 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 
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Query: 726 gaggtttttaaaaattatttt 746 

Illllllllllllllllllll 
Sbjct: 10625 gaggtttttaaaaattatttt 10645 



>EM PAT: AX344651 AX344 651.1 Sequence 76 from Patent WO0200927, 
Length = 16891 



Score =42.5 bits (21), Expect =0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 730 tttttaaaaattattttttat 750 

Illllllllllllllllllll 
Sbjct: 856 tttttaaaaattattttttat 876 



>EM PAT: AX344650 AX344650.1 Sequence 75 from Patent WO0200927. 
Length = 16891 

Score =42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 730 tttttaaaaattattttttat 750 

Illllllllllllllllllll 
Sbjct: 16036 tttttaaaaattattttttat 16016 



>EM PAT: AX344167 AX344167.1 Sequence 14 from Patent WO0200926. 
Length = 17293 

Score =42.5 bits (21), Expect =0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 729 gtttttaaaaattatttttta 749 

IIIIIIIIIMIMIIIIMI 
Sbjct: 9039 gtttttaaaaattatttttta 9059 



>EM_PAT: AX281394 AX281394.1 Sequence 58 from Patent WO0177376. 
Length = 16891 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 730 tttttaaaaattattttttat 750 

IIIIIIIIIIIIIIIIIIIM 
Sbjct: 856 tttttaaaaattattttttat 876 



>EM PAT: AX281393 AX281393.1 Sequence 57 from Patent WO0177376 . 
Length = 16891 

Score =42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 730 tttttaaaaattattttttat 750 

Illllllllllllllllllll 
Sbjct: 16036 tttttaaaaattattttttat 16016 
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>EM PAT: AX251753 AX251753.1 Sequence 14 from Patent WO0168911. 
Length = 17293 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 

Query: 729 gtttttaaaaattatttttta 749 

Illlllllillllllllllll 
Sbjct: 9039 gtttttaaaaattatttttta 9059 

>EM OM: AC142302 AC142302.1 Pan troglodytes chromosome 7 clone RP43-128I16, complete 
sequence. 
Length ^ 161986 

Score =42.5 bits (21), Expect =0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Qxiery: 734 taaaaattattttttatctgc 754 

IIIIIMIMIIIIIIIIIII 

Sbjct: 115807 taaaaattattttttatctgc 115787 

>EM MUS: AL845479 AL845479.8 Mouse DNA sequence from clone RP23-232N20 on chromosome 2 
Length = 102283 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Query: 727 aggtttttaaaaattattttt 747 

IIIMIIIIIIIIIIIIIIII 
Sbjct: 94750 aggtttttaaaaattattttt 94730 

>EM MUS : AL731793 AL731793.18 Mouse DNA sequence from clone RP23-135F22 on chromosome X 
Length = 149465 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Query: 730 tttttaaaaattattttttat 750 

IIIIIIIIIIIIIIMIIMI 
Sbjct: 21821 tttttaaaaattattttttat 21801 

>EM_MUS : AL591762 AL591762.13 Mouse DNA sequence from clone RP23-465I6 on chromosome 2 
Length = 137773 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Query: 730 tttttaaaaattattttttat 750 

Illlllllillllllllllll 
Sbjct: 128103 tttttaaaaattattttttat 128083 

>EM INV: CEY105C5A AL117193.2 Caenorhabditis elegans YAC Y105C5A 
Length = 314 838 

Score = 42.5 bits (21), Expect = 0.49 



it, — 



'1' 



Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 730 tttttaaaaattattttttat 750 

lllllllllllllllllllll 
Sbjct: 115097 tttttaaaaattattttttat 115077 



Score =38.5 bits (19), Expect = 7.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 730 tttttaaaaattatttttt 748 

IMIIIIIIIIIIIIIIII 
Sbjct: 148281 tttttaaaaattatttttt 148263 



>EM INV: CEK04G2 Z75712.1 Caenorhabdit is elegans cosmid K04G2 
Length = 38259 

Score = 42.5 bits (21), Expect = 0.49 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 730 tttttaaaaattattttttat 750 

IIIIIIIMIIIIIIMIIII 

Sbjct: 36226 tttttaaaaattattttttat 36246 



Database: embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,34 5 

Lambda K H 

1.39 0.712 1.32 

Gapped 

Lambda K H 

1.39 0.712 1.32 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 3,692,575 

Number of Sequences: 2705345 

Number of extensions: 3692575 

Number of successful extensions: 331463 

Number of sequences better than 10.0: 624 

length of query: 761 

length of database: 4,161,295,712 

effective HSP length: 21 

effective length of query: 74 0 

effective length of database: 4,104,483,467 

effective search space: 3037317765580 

effective search space used: 3037317765580 



T: 
A: 
XI 
X2 
SI 
S2 



6 (12.0 bits) 
15 (30.0 bits) 
12 (24.5 bits) 
19 (38.5 bits) 
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SEQ ID 2 Alignment 

CLUSTAL W (1.83) multiple SEQID2uence alignment 

BC 023521 - GGCACGAGGTTCCTTTCCGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

HSM8 0 1637 GGGGCCTTTCCGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BC001852 GGCACGAGGGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BC001523 GGCACGAGGGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

AKO 00553 ATCTGGCCCTTTCCTTTCAGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BD157307 AGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

AKO 21663 -- - AGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BD145718 AGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

SEQID2 GGTCCTTTAAAGTCTGGTTGCTGGG 

AX034340 GGTCCTTTAAAGTCTGGTTGCTGGG 

* *** ****** * * * * 

SCO 23521 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

HSM8 01637 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

ECO 0 1 8 5 2 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

SCO 0 1 5 2 3 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

AKO 00553 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

BDl 5 7 3 0 7 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

AKO 2 1 6 6 3 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

BD 1 4 5 7 1 8 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

SEQID2 ATACACCACGACTCTTCCGGTCAAAGCCTGGGGGATACAGAAGGGGCTRGTCCTCAAAGT 

AXO 3 4 3 4 0 ATACACCACGACTCTTCCGGTCAAAGCCTGGGGGATACAGAAGGGGCTRGTCCTCAAAGT 

* * ****** *** * -** ★ *★ * * ** * 

BC 0 2 3 5 2 1 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

HSM8 0 1637 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BC 0 0 1 8 5 2 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BC 0 0 1 5 2 3 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

AKO 00553 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BDl 5 7 3 0 7 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

AKO 21663 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BDl 4 5 7 1 8 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

S EQ I D2 AATCCCGCCAATAAAACAYATAGCTGGAGGCAAA - CTGGGAGG YCACGTGAGTCATGAAC 

AXO 3 4 3 4 0 AATCCCGCCAATAAAACAYATAGCTGGAGGCAAA - CTGGGAGG YCACGTGAGTCATGAAC 
** * * * * * * * *** * * * ** 

BC023521 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

HSM801637 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BC001852 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BC001523 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

AKO 0 0 5 5 3 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BDl 5 7 3 0 7 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

AKO 21663 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BDl 4 5 7 1 8 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

SEQID2 TTTACTGGCTCTTCTTTTAAACCAATTGGTTTTCCGCTTGWACACAAAGCTGTACTCATC 

AXO 3 4 34 0 TTTACTGGCTCTTCTTTTAAACCAATTGGTTTTCCGCTTGWACACAAAGCTGTACTCATC 

* *** ***** * ***** * ****** 

BC023521 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

HSM801637 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BCO 0 1 8 5 2 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BC 0 0 1 5 2 3 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

AKO 00553 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BDl 5 7 3 0 7 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

AKO 21663 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BD 1 4 5 7 1 8 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCANAC 

SEQID2 ACTCTGTCCATAACGCGATCACAAT-ATCCTCTAGTTCTTCCATCACAGTCTGCGCACAT 

AXO 3 4 3 4 0 ACTCTGTCCATAACGCGATCACAAT - ATCCTCTAGTTCTTCCATCACAGTCTGCGCACAT 
*** ** ** *** * ** *** * **** ** * * * ****** * 

BC023521 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

HSM801637 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

BCO 0 1 a 5 2 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

BCO 0 1 5 2 3 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

AKO 00553 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 



• 
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BC023521 
HSM801637 
BC001852 
BC001523 



TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 
TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 
TGTGATGGAAGAACTAGAGGATA-TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

TTGGTCATCAGCTGGAGAGCACGGCTGTCATTGGGTTTTG - CAAAGTTGTG CTTCT 

TTGGTCATCAGCTGGAGAGCACGGCTGTCATTGGGTTTTG - CAAAGTTGTG CTTCT 

* ★ ** **** * *** ** * ** * * *★ -k-k-k * ** 

TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

CAGCAAACCGATGGAAATTCCGGCCGTCCAGCCGNACTACCACCCAGCA-GTGTGCCAGG 
CAGCAAACCGATGGAAATTCCGGCCGTCCAGCCGNACTACCACCCAGCA-GTGTGCCAGG 

* * ***** * ** * * * *** ** ** ** * 

TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG- - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG- - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG- - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG- - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG- - CGGGATTACTTTGAGGACCA 
TGGCCTCCCANTTTGCCTCCAGCTATGTGTTTTATTGG- - CGGGATTACTTTGAGGACCA 

CAGGTGTC - - GTCAGCCTCGAAGTCCCTCACGTACTCGAACTTGCTTTTTGCCATGGTCG 

CAGGTGTC--GTCAGCCTCGAAGTCCCTCACGTACTCGAACTTGCTTTTTGCCATGGTCG 

* * * ***** * * * ** * * * * ** * * * * 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCNNGGTGTATCCCAGCAACC 

CCCCCAATCTCAGGTACCGTCTCAGAGTGATGGAAATGGTGGCCAAGGAATCGTGAACCT 

CCCCCAATCTCAGGTACCGTCTCAGAGTGATGGAAATGGTGGCCAAGGAATCGTGAACCT 
**** * *** * * * * * ** ** * * * * * * 



AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTAAAGGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

AGACTTTATU^GGACTACCTCA GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 

TAACTTTACAGGCGCCCCACATTCTACACGCGGAAAGGAAAGGGCCAGATAGCCCCGCCC 
TAACTTTACAGGCGCCCCACATTCTACACGCGGAAAGGAAAGGGCCAGATAGCCCCGCCC 
****** *** ** ** * *** *** * * * ** ** * 

TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
TATAA-TACAGTTTTC-TGGGCACTTATACAACAATCTGGAC-TAACACCAGTACAAGCC 
TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

CGGAAGTGTTCTCTTCGTGGCTACTCTAGCCGTAGGGCGGTCATAGTCTCTCTCGSCTCT 
CGGAAGTGTTCTCTTCGTGGCTACTCTAGCCGTAGGGCGGTCATAGTCTCTCTCGSCTCT 

** * * *** *** *** * * ***** * * * 

CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
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CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTNTGTTTTCTGAATTC 

CCCTGKAGTTCTTA AMCYYC- - CAGGGAAARAGGATGGAGGTTTAGGTTCCTCCGTT 

CCCTGKAGTTCTTA AMCYYC - - CAGGGAAARAGGATGGAGGTTTAGGTTCCTCCGTT 

* * ★* * * * * *★* * ** *** ★ * * 



BC023521 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

HSM801637 AACATCAACTATAATAATGAGCTGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BC001852 AACATCAACTATAATAATGAGCTGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BC001523 AACATCAACTATAATAATGAGCTGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

AKO 00553 AACATCAACTATAACAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BDl 573 0 7 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

AKO 21663 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BDl 45718 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAN 

SEQID2 AGCACCTTCCACGCT- -TGCTTCTTCCTCCTCCCG GTCTGCGGCAA AT 

AXO 3434 0 AGCACCTTCCACGCT - - TGCTTCTTCCTCCTCCCG GTCTGCGGCAA AT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK0005S3 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGT^AATGGT^GGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA - GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA - GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACA7WV-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAAAGAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 

CAGTCTCACGAGGTTTTTAAAAATTATTTTTTATCTGCTGGCCTT 

CAGTCTCACGAGGTTTTTAAAAATTATTTTTTATCTGCTGGCCTT 
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BC001852 
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GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC-GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCCCGGACCAGGACAAA-CCAGTGCCCTTGNACTGGGATATCATCGGGG 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
ATGCTTTCTGGAAGGAACATCCAGAGATTCTAGATGAAGACAGCTGACCCTTTTGCGCTT 
AT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 
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CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 
CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 
CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 
CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 
CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 
CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 
CAGTTCTGGTGTGCTTAACCATGCAAGCCCTCCCACCTCCCAGGGCTCCTTGCCTTAGGT 



BC023521 

HSM801637 

BC001852 



GGCTGTAGCATCCCTACCACCCAGGACACTGGTGCGAATGACACAACTCAA - - GTTGGGA 
GGCTGTAGCATCCCTACCACCCAGGACACTGGTGCGAATGACACAACTCAA- - GTTGGGA 
GGCTGTAGCATCCCTACCACCCAGGACACTGGTGCGAATGACACAACTCAA- - GTTGGGA 
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GGCTGTAGCATCCCTACCACCCAGGACACTGGTGCGAATGACACAACTCAA--GTTGGGA 
GGCTGTAGCATCCCTACCACCCAGGACACTGGTGCGAATGACACAACTCAA--GTTGGGA 
GGCTGTAGCATCCCTACCACCCAGGACACTGGTGTGAATGACACAACAAAAAAGTTGGGA 
GGCTGTAGCATCCCTACCACCCAGGACACTGGTGTGAATGACACAACAAAAAAGTTGGGA 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 
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GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGCAGAAC 
GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGCAGAAC 
GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGCAGAAC 
GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGC7VGAAC 
GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGCAGAAC 
GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGCAGAAC 
GGGGAACAGGGAAGGAAGGGATGGATGGGGGTGGTGTATCTTACTCTGTTTAAGCAGAAC 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 
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AK021663 

BD145718 
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AX034340 
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BC023521 

HSM801637 
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BC001523 
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BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 




ACCTTGTTTGCGGTGTTGGAACATGGTTCCTTTGGCAGAAGTGCTTTTTTTTTAATCGCA 
ACCTTGTTTGCGGTGTTGGAACATGGTTCCTTTGGCAGAAGTGCTTTTTTTTTAATCGCA 

GTACTATTTTTATAAAGCAAGAACTATTCCATGCAAAAAAAAAAAAAAA 

GTACTATTTTTATAAGGCAAGAACTAT - - CAAAAAAAAAAAAAAAAAAAC 

GTACTATTTTTATAAAGCAAGAACTATTCCAAAAAAAAAAAAAAAAAAAAAAA 

GTACTATTTTTATAAAGCAAGAACTATTCCAAAAAAAAAAAAAAAAAAAAAAA 

GTACTATTTTTATAAAGCAAGAACTATTCCAAAAAAAAAAAAAAAAAAAAAAAAAAA 

GTACTATTTTTATAAAGCAAGAACTATTCCATGCCTTGGAGAATGAATCATTTTTAGATT 
GTACTATTTTTATAAAGCAAGAACTATTCCATGCCTTGGAGAATGAATCATTTTTAGATT 

GTGACATAAATCTTGTAAAAACCTGTCAGTTATTTTCATCTATGAGAGAAGAGGAGCCCA 
GTGACATAAATCTTGTAAAAACCTGTCAGTTATTTTCATCTATGAGAGAAGAGGAGCCCA 

AACTCTCGCCCACCTGTTCTTAACCAGAAAACCCACTGACTTTGGAAATCTCACCTCTGC 
AACTCTCGCCCACCTGTTCTTAACCAGAAAACCCACTGACTTTGGAAATCTCACCTCTGC 



BC023521 
HSM801637 
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CACCCATCTACTTGCATTCGTCTTTGGCAGACCTCAAGATAAATATGGGTTAATGCCTGC 
CACCCATCTACTTGCATTCGTCTTTGGCAGACCTCAAGATAAATATGGGTTAATGCCTGC 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



ATGATGCCTCTGAATTCAGGAATTGCAGGGAAAACTCGGGGCTTTGTGCCAGTCTCTAAG 
ATGATGCCTCTGAATTCAGGAATTGCAGGGAAAACTCGGGGCTTTGTGCCAGTCTCTAAG 



BC023521 
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BC001852 
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AK000553 
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BD145718 

SEQID2 

AX034340 



TTGGCAACTTTGGCTGAACAAATGAGTAGTGGCTTCAGTGTCCTTGCGTACACATTCTGT 
TTGGCAACTTTGGCTGAACAAATGAGTAGTGGCTTCAGTGTCCTTGCGTACACATTCTGT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 
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AK021663 

BD145718 

SEQID2 

AX034340 



GGATTGATTTAATGGAGTTGTCAGCATGATCATCATCTTCTAGCCAGGGGCATAGTTGCC 
GGATTGATTTAATGGAGTTGTCAGCATGATCATCATCTTCTAGCCAGGGGCATAGTTGCC 



BC023521 
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BC001852 

BC001523 

AK000553 
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BD145718 

SEQID2 

AX034340 



AAGGCCATTTACCTCTTTCTAAGAAGAAACATTTACCCCATGTACTCAAGACATTTCAGT 
AAGGCCATTTACCTCTTTCTAAGAAGAAACATTTACCCCATGTACTCAAGACATTTCAGT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



TTTAAAAGTCACTTTCCTATTAGACTTCTTGAAAAAGATTCTCACATAGCCTCTATGTAA 
TTTAAAAGTCACTTTCCTATTAGACTTCTTGAAAAAGATTCTCACATAGCCTCTATGTAA 



BC023521 
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TCAGACAAATGACATTTGATTTCAAGAGCAGAGGGGTAAACATCCTCTGCTAATCGACAG 
TCAGACAAATGACATTTGATTTCAAGAGCAGAGGGGTAAACATCCTCTGCTAATCGACAG 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



GTAGCAGGTGTCAGAGGAGGCATAATATTAATAGCGCCACCTTCTGTTGGGTCAGTGGAG 
GTAGCAGGTGTCAGAGGAGGCATAATATTAATAGCGCCACCTTCTGTTGGGTCAGTGGAG 
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ATGGGTGAGGAGCAGCACAGAGCAGCAGGGATCATCACATGCAGCCT^CTTGGCCTCTG 
ATGGGTGAGGAGCAGCACAGAGCAGCAGGGATCATCACATGCAGCCAAACTTGGCCTCTG 
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BD145718 

SEQID2 

AX034340 



AAGGGGGAAGGTAGTGGGAATAGGTGGTGAGAGAACTCACATTTTTCTCTTGTCCTGGTT 
AAGGGGGAAGGTAGTGGGAATAGGTGGTGAGAGAACTCACATTTTTCTCTTGTCCTGGTT 



BC023521 
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BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



TTATATTTCGGAGGGAAAGGATTATTTGGCCCCATTAAGAATTAAGAGGCTGGGTGCGGT 
TTATATTTCGGAGGGAAAGGATTATTTGGCCCCATTAAGAATTAAGAGGCTGGGTGCGGT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



GGCTCACGTCTGTAATCCCAGCACCTTGGGAGGCCCAGGCAGGCAGATCACCTGAGGTCG 
GGCTCACGTCTGTAATCCCAGCACCTTGGGAGGCCCAGGCAGGCAGATCACCTGAGGTCG 



i 



63 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BDl 5 7 3 0 7 GGAGTTCGAGACCAGCGTGACCAACGTGGAGAAACCCCCGTCTCTACTAAAAATACAAAA 

AKO 21663 GGAGTTCGAGACCAGCGTGACCAACGTGGAGAAACCCCCGTCTCTACTAAAAATACAAAA 

BD145718 

SEQID2 

AX034340 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BDl 5 7 3 0 7 AATTAGCTGGGCATGGTGGTGCATGCCTGTGATTCCAGCTACTTGGGAGGTTGAGGCAGG 

AKO 21663 AATTAGCTGGGCATGGTGGTGCATGCCTGTGATTCCAGCTACTTGGGAGGTTGAGGCAGG 

BD145718 

SEQID2 

AX034340 - 



BC023521 

HSM801637 

BC001852 

BC001523 - 

AK000553 

BD 1 5 7 3 0 7 AGAATCATTTGAACTCAGGAGGCGGAAGTTGCGGTGAGCCAAGATTGTGCCATTGCACTC 

AKO 21663 AGAATCATTTGAACTCAGGAGGCGGAAGTTGCGGTGAGCCAAGATTGTGCCATTGCACTC 

BD145718 

SEQID2 

AX034340 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 CAGCCTGGGCAACGAGCGAAACTACATCTC 

AKO 21663 CAGCCTGGGCAACGAGCGAAACTACATCTC 

BD145718 

SEQID2 

AX034340 
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SEQ ID 3 Blast Results 

BLASTN 2.2.4 [Aug-26-2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI- BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= SEQ ID 3 

(393 letters) 

Database : embl 

2,705,345 sequences; 4,161,295,712 total letters 



Score E 

Sequences producing significant alignments: (bits) Value 

EM PAT: AX034341 AX034341.1 Sequence 3 from Patent WO0050637. 773 0.0 

EM HUM: ACQ26407 AC026407.4 Homo sapiens chromosome 5 clone CTC-3 . . . 747 0.0 

EM HUM: AL450425 AL450425.13 Human DNA sequence from clone RPll-2... 50 0.001 

EM HUM: AL590103 AL590103.12 Human DNA sequence from clone RPll-1... 48 0.005 

EM_HUM : AL356420 AL356420,14 Human DNA sequence from clone RPll-3... 46 0.020 

EM MUS: AL928909 AL928909.7 Mouse DNA sequence from clone RP23-32... 44 0.081 

EM HUM: AC117465 AC117465.13 Homo sapiens 3 BAG RP11-706D8 (Roswe... 44 0.081 

EM HUM: AC108699 AG108699.3 Homo sapiens 3q BAG RP11-13I12 (Roswe... 44 0.081 

EM_HUM : AC104435 AG104435.2 Homo sapiens chromosome 3 clone RPll- . . . 44 0,081 

EM HUM: ACQ99050 AC099050.2 Homo sapiens chromosome 3 clone RPll- . . . 44 0.081 

EM_HUM : AC097369 AG097369.2 Homo sapiens chromosome 3 clone RPll- . . . 44 0.081 

EM HUM: AC069066 AG069066.22 Homo sapiens 3 BAG RP11-261E7 (Roswe... 44 0.081 

EM_PAT : AX317804 AX317804.1 Sequence 65 from Patent WO0190313. 42 0.32 

EM_OV : AL840631 AL840631.9 Zebrafish DNA sequence from clone DKEY. . . 42 0.32 

EM_MUS : AC125138 AC125138.4 Mus musculus chromosome 5 clone RP24-... 42 0.32 

EM_HUM : HS107N3 Z75741.1 Human DNA sequence from clone RP1-107N3 ... 42 0.32 

EM HUM: AL590636 AL590636.12 Human DNA sequence from clone RPll-5... 42 0.32 

EM_HUM : AL356215 AL356215.il Human DNA sequence from clone RP4-60... 42 0.32 

EM_HUM : AL356128 AL356128.27 Human DNA sequence from clone RPll-3... 42 0.32 

EM_HUM : AL139234 AL139234.19 Human DNA sequence from clone RP3-43... 42 0.32 

EM HUM: AC124915 AC124915.5 Homo sapiens chromosome 3 clone RP11-... 42 0.32 

EM_HUM : AC099326 AC099326.1 Homo sapiens chromosome 3 clone RP11-... 42 0.32 

EM HUM: AC080089 AG080089.5 Homo sapiens BAG clone RP11-785J10 fr... 42 0.32 

EM HUM: AC004991 AG004991.1 Homo sapiens PAG clone RP5-1186C1 fro... 42 0.32 

EM PL: AP003104 AP003104.2 Oryza sativa (japonica cul tivar- group) .. . 40 1.3 

EM OV: BC042228 BC042228.1 Xenopus laevis. Similar to frizzled ho... 40 1.3 

EM OV: AL929568 AL929568.12 Zebrafish DNA sequence from clone GH2 . . . 40 1.3 

EM OV: AL845320 AL845320.10 Zebrafish DNA sequence from clone DKE . . . 40 1.3 

EM_OR : ADE431040 AJ431040.1 Androya decaryi chloroplast rpsl6 gen... 40 1.3 

EM MUS: AL683896 AL683896.5 Mouse DNA sequence from clone RP23-18... 40 1.3 

EM MUS: AL589871 AL589871.13 Mouse DNA sequence from clone RP23-3... 40 1.3 

EM MUS: AC121582 AC121582.3 Mus musculus chromosome 3 clone RP23- . . . 40 1.3 

EM MUS: AC098719 AC098719.3 Mus musculus clone RP23-2M3, complete... 40 1.3 

EM_INV:CEC18E9 Z70034.1 Gaenorhabditis elegans cosmid G18E9 40 1.3 

EM_INV : AC115608 AC115608.2 Dictyostelium discoideum chromosome 2... 40 1.3 

EM HUM: HS479J7 AL035608.il Human DNA sequence from clone RP3-479... 40 1.3 

EM HUM: HS462023 AL031431.8 Human DNA sequence from clone RP3-462... 40 1.3 

EM HUM: HS257I20 AL021878.2 Human DNA sequence from clone RPl-257... 40 1.3 

EM HUM: CNS01DXI AL139317.5 Human chromosome 14 DNA sequence BAG ... 40 1.3 

EM HUM: BX247885 BX247885.il Human DNA sequence from clone RP4-66... 40 1.3 

EM HUM: AL590783 AL590783.5 Human DNA sequence from clone RPll-39... 40 1.3 

EM HUM: AL360176 AL360176.22 Human DNA sequence from clone RPll-1... 40 1.3 

EM HUM: AL354680 AL354680.14 Human DNA sequence from clone RPll-5... 40 1.3 

EM HUM: AL163542 AL163542.8 Human DNA sequence from clone RPll-36... 40 1.3 

EM HUM: AK098294 AK098294.1 Homo sapiens cDNA FLJ40975 fis, clone... 40 1.3 

EM HUM: AK09672S AK096725.1 Homo sapiens cDNA FLJ39406 fis, clone... 40 1.3 

EM HUM: AF043906 AF043906.1 Homo sapiens T245 protein (T245) mRNA. . . 40 1.3 

EM_HUM : AC129980 AC129980.6 Homo sapiens chromosome 15, clone CTD. . . 40 1.3 

EM HUM: AC124 94 5 AG124945.12 Homo sapiens 3 BAG RP11-397K18 (Rosw. . . 40 1.3 



t 
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EM HUM: AC112512 AC112512.6 Homo sapiens 3 BAC RP11-717D12 (Roswe... 40 1.3 

EM_HUM : AC110620 AC110620.3 Homo sapiens BAC clone RP11-683I7 fro... 40 1.3 

EM_HUM : AC104420 AC104420.2 Homo sapiens chromosome 15, clone RPl . . . 40 1.3 

EM_HUM : AC102803 AC102803.3 Homo sapiens chromosome 18, clone RPl... 40 1.3 

EM HUM: AC100775 AC100775.3 Homo sapiens chromosome 18, clone CTD. . . 40 1.3 

EM HUM: AC099778 AC099778.2 Homo sapiens chromosome 3 clone RP11-... 40 1.3 

EM_HUM : AC099522 AC099522.3 Homo sapiens chromosome 5 clone RP11-... 40 1.3 

EM_HUM : AC093503 AC093503.2 Homo sapiens chromosome 19 clone CTB- . . , 40 1.3 

EM HUM: AC092995 AC092995.7 Homo sapiens 3 BAC RP11-692L6 (Roswel . . . 40 1.3 

EM HUM: AC092644 AC092644.3 Homo sapiens BAC clone RP11-394A2 fro... 40 1.3 

EM_HUM : AC092418 AC092418.3 Homo sapiens chromosome 3 clone RPll- . . . 40 1.3 

EM HUM: AC091799 AC091799.5 Homo sapiens BAC clone RP11-416N13 fr... 40 1.3 

EM_HUM : AC055782 AC055782.9 Homo sapiens chromosome 15, clone RPl... 40 1.3 

EM HUM: AC027250 AC027250.8 Homo sapiens chromosome 8, clone RPll... 40 1.3 

EM_HUM : AC025765 AC025765.6 Homo sapiens chromosome 5 clone CTB-5... 40 1.3 

EM_HUM : AC022254 AC022254.il Homo sapiens chromosome 15, clone RP. . . 40 1.3 

EM HUM: AC013724 AC013724.8 Homo sapiens BAC clone RP11-319E12 f r . . . 40 1.3 

EM HUM: AC011291 AC011291.8 Homo sapiens BAC clone RP11-67G7 from... 40 1.3 

EM HUM: AC008942 AC008942.6 Homo sapiens chromosome 5 clone CTD-2... 40 1.3 

EM HUM: AC008883 AC008883.6 Homo sapiens chromosome 5 clone CTD-2... 40 1.3 

EM_HUM : AC008781 AC008781.7 Homo sapiens chromosome 5 clone CTD-2... 40 1.3 

EM_HUM : AC008407 AC008407.4 Homo sapiens chromosome 5 clone CTC-2... 40 1.3 

EM HUM: AC008167 AC008167.5 Homo sapiens BAC clone RP11-172013 fr... 40 1.3 

EM_HUM : AC005994 AC005994.2 Homo sapiens PAC clone RP6-116J24 fro... 40 1.3 

EM_HUM : AC005702 AC005702.1 Homo sapiens chromosome 17, clone hRP. . . 40 1.3 

EM_HUM : AC005368 AC005368.1 Homo sapiens chromosome 5, BAC clone ... 40 1.3 

EM HUM: AC005041 AC005041.2 Homo sapiens BAC clone RP11-523H20 fr... 40 1.3 

EM_HUM : AC004856 AC004856.1 Homo sapiens PAC clone RP4-676L20 fro... 40 1.3 

EM FUN: NC5E6 AL670004.1 Neurospora crassa DNA linkage group V Co... 40 1.3 

EMVI : DENENVGLl L10041.1 Dengue virus Type 2 (clone BRAZIL) enve . . . 38 - 5.0 

EM_VI : AY079424 AY079424.1 Dengue virus type 2 strain Sullana-Per . . . 38 5.0 

EM VI: AY079423 AY079423.1 Dengue virus type 2 strain Sullana-Per... 38 5.0 

EM VI: AF489932 AF489932.1 Dengue Virus Type 2 strain BR64022, co. . . 38 5.0 

EM VI: AF403513 AF403513.1 HIV-1 isolate 1011-4 from USA envelope... 38 5.0 

EM VI: AF3981Q6 AF398106.1 Dengue virus type 2 isolate lard3146 e... 38 5.0 

EM VI: AF378167 AF378167.1 Dengue virus type 2 strain Peru 9829-0... 38 5.0 

EM_VI: AF378166 AF378166.1 Dengue virus type 2 strain Peru 9617-0... 38 5.0 

EM VI: AF378165 AF378165.1 Dengue virus type 2 strain Peru 1088-0... 38 5.0 

EM VI: AF363083 AF363083.1 Dengue virus type 2 isolate LARD1996 e. . . 38 5.0 

EM_VI: AF363081 AF363081.1 Dengue virus type 2 isolate LARD1910 e. . . 38 5.0 

EM_VI : AF363072 AF363072.1 Dengue virus type 2 isolate LARD1657 e... 38 5.0 

EM VI : AF308865 AF308865.1 Dengue virus type 2 envelope glycoprot . . . 38 5.0 

EM VI: AF163096 AF163096.1 Dengue virus type 2 strain PTCOL96 env. . . 38 5.0 

EM_STS : G72309 G72309.1 Stnl73 Stickleback cDNA Gasterosteus acul . . . 38 5.0 

EM_STS : BTU95713 U95713.1 Bos taurus microsatellite DVEPC027, seq. . . 38 5.0 

EM_RO : AC087066 AC087066.3 Rattus norvegicus clone RP31-194D8 str... 38 5.0 

EM PR0: ECCS3P X16944.1 Escherichia coli DNA for genes involved i... 38 5.0 

EM PRO: CNSPAX06 AJ248288.1 Pyrococcus abyssi complete genome; se . . . 38 5.0 

EM_PRO : BBFLIEA L75945.1 Borrelia burgdorferi flagellar hook prot . . . 38 5.0 

EM_PRO : BB43739 U43739.1 Borrelia burgdorferi fesmid clone 31, co. . . 38 5.0 

EM PRO: AP000995 AP000995.2 Thermoplasraa volcanium genomic DNA, c... 38 5.0 

>EM PAT: AX034341 AX034341.1 Sequence 3 from Patent WO0050637. 
Length = 393 

Score = 773 bits (390), Expect = 0.0 
Identities - 393/393 (100%) 
Strand = Plus / Plus 

Query: 1 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 60 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 60 
Query: 61 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 120 



Query: 121 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 180 
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llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 121 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 180 
Query: 181 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII 

Sbjct: 181 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 240 
Query: 241 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 300 
Query: 301 ccacaatgctttgatcgggaaagacggagaaacaaagtgttaattttcttaactatagtt 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 301 ccacaatgctttgatcgggaaagacggagaaacaaagtgttaattttcttaactatagtt 360 
Query: 361 ttnggtgtattccagattttctacaagttaata 393 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 361 ttnggtgtattccagattttctacaagttaata 393 

>EM HUM: AC026407 AC026407.4 Homo sapiens chromosome 5 clone CTC-370J7, complete sequence. 
Length = 155344 

Score = 747 bits (377), Expect =0.0 
Identities = 391/393 (99%), Gaps = 2/393 (0%) 
Strand = Plus / Minus 

Query: 1 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 60 

iiiiiiiiiiiiiiiiiiiiiiniiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 117056 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 116997 

Query: 61 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 120 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Sbjct: 116996 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 116937 

Query: 121 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116936 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 116877 
Query: 181 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116876 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 116817 
Query: 241 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116816 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 116757 
Query: 301 ccacaatgctttgatcgggaaagacggagaaacaaagtgttaattttcttaactatagtt 360 

iiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116756 ccacaatgctttgat-gggaaagacggagaaacaaagtgttaattttcttaactatagtt 116698 

Query: 361 ttnggtgtattccagattttctacaagttaata 393 

II llllllllllllllllllllllllllllll 
Sbjct: 116697 tt-ggtgtattccagattttctacaagttaata 116666 

>EM HUM: AL450425 AL450425.13 Human DNA sequence from clone RP11-219C11 on chromosome 13 
Length = 141980 



Score =50.1 bits (25), Expect = 0.001 
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Identities = 25/25 (100%) 
Strand = Plus / Minus 

Query: 275 aaagaaaaaagactgaaaggaacca 299 

iiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 42064 aaagaaaaaagactgaaaggaacca 42040 

>EM HUM: AL590103 AL590103.12 Human DNA sequence from clone RP11-132G19 on chromosome 1 
Length = 175162 

Score =48.1 bits (24), Expect = 0.005 
Identities - 24/24 (100%) 
Strand = Plus / Minus 

Query: 272 caaaaagaaaaaagactgaaagga 295 

Illlllllllllllllllllllll 

Sbjct: 113474 caaaaagaaaaaagactgaaagga 113451 

>EM HUM: AL356420 AL356420.14 Human DNA sequence from clone RP11-346A7 on chromosome 10 
Length = 96798 

Score = 46.1 bits (23), Expect = 0.020 
Identities = 23/23 (100%) 
Strand = Plus / Minus 

Query: 195 ctgagtggaaaaatatataaaca 217 

iiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 37815 Ctgagtggaaaaatatataaaca 37793 

>EM_MUS : AL928909 AL928909.7 Mouse DNA sequence from clone RP23-320I18 on chromosome 2 
Length = 187340 

Score =44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand = Plus / Minus 

Query: 87 aaaagttgaataaatcaattta 108 

iiiiiiiiiiiiiiiiiiiiii 

Sbjct: 15275 aaaagttgaataaatcaattta 15254 

>EM_HUM: AC117465 AC117465.13 Homo sapiens 3 BAG RP11-706D8 (Roswell Park Cancer Institute 
Human BAG Library) complete sequence . 
Length = 195231 

Score =44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand = Plus / Plus 

Query: 338 tgttaattttcttaactatagt 359 

IIIIIIIIIIIIIIIIIIIIII 
Sbjct: 147093 tgttaattttcttaactatagt 147114 

>EM HUM: AC108699 AC108699.3 Homo sapiens 3q BAG RP11-13I12 (Roswell Park Gancer 
Institute Human BAG Library) complete sequence. 
Length = 151580 

Score = 44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand = Plus / Plus 
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Query: 133 agtccatttttcttttaaaaat 154 

IIIMIIIIIIIMIIIMIII 

Sbjct: 89424 agtccatttttcttttaaaaat 89445 

>EM HUM: AC104435 AC104435.2 Homo sapiens chromosome 3 clone RP11-654C22, complete 
sequence . 
Length = 196840 

Score =44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand = Plus / Plus 



Query: 2 75 aaagaaaaaagactgaaaggaa 296 

iiiiiiiiiiiiiiiiiiiiii 

Sbjct: 186557 aaagaaaaaagactgaaaggaa 186578 

>EM HUM: AC099050 AGO 9 905 0.2 Homo sapiens chromosome 3 clone RP11-413B21, complete 
sequence . 
Length = 174036 

Score =44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand = Plus / Minus 



Query: 2 71 acaaaaagaaaaaagactgaaa 292 

IIIIIIIIIIIIIIIIIIIIII 

Sbjct: 138485 acaaaaagaaaaaagactgaaa 138464 

>EM HUM: AC097369 AGO 9 73 6 9. 2 Homo sapiens chromosome 3 clone RP11-328N12, complete 
sequence . 
Length = 203773 

Score =44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand - Plus / Minus 



Query: 275 aaagaaaaaagactgaaaggaa 296 

iiiiiiiiiiiiiiiiiiiiii 

Sbjct: 83326 aaagaaaaaagactgaaaggaa 83305 



>EM_HUM: AC069066 AC069066.22 Homo sapiens 3 BAG RP11-261E7 (Roswell Park Gancer 
Institute Human BAG Library) complete sequence. 
Length ^ 14 6446 

Score =44.1 bits (22), Expect = 0.081 
Identities = 22/22 (100%) 
Strand = Plus / Plus 



Query: 133 agtccatttttcttttaaaaat 154 

IIIIIIIIIIIIIIIIIIIIII 
Sbjct: 23774 agtccatttttcttttaaaaat 23795 



>EM_PAT: AX317804 AX317804 . 1 Sequence 65 from Patent WO0190313 . 
Length = 332 

Score =42.1 bits (21), Expect =0.32 
Identities = 21/21 (100%) 
Strand - Plus / Minus 



Query: 271 acaaaaagaaaaaagactgaa 2 91 

iiiiiiiiiiiiiiiiiiiii 



I 
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Sbjct: 2 32 acaaaaagaaaaaagactgaa 212 



>EM OV: AL840631 AL840631.9 Zebrafish DNA sequence from clone DKEY-210J14 
Length = 171481 

Score =42.1 bits (21), Expect = 0.32 
Identities = 24/25 (96%) 
Strand = Plus / Plus 



Query: 4 0 ccagcaacaagatatcaaacactgg 64 

iiiiiiiiiiii iiiiiiiiiiii 

Sbjct: 100575 ccagcaacaagacatcaaacactgg 100599 

>EM MUS: AC125138 AC125138.4 Mus musculus chromosome 5 clone RP24-324N8, complete 
sequence . 
Length = 171978 

Score = 42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 136 ccatttttcttttaaaaatca 156 

Illllllllllllllllllll 
Sbjct: 29013 ccatttttcttttaaaaatca 29033 



>EM HUM: HS107N3 Z75741 . 1 Human DNA sequence from clone RP1-107N3 on chromosome X 
Length = 174045 

Score =42.1 bits (21), Expect =0.32 
Identities = 21/21 (100%) 
Strand ~ Plus / Plus 



Query: 272 caaaaagaaaaaagactgaaa 2 92 

Illllllllllllllllllll 

Sbjct: 30427 caaaaagaaaaaagactgaaa 30447 



>EM HUM : AL5 90636 AL590636.12 Human DNA sequence from clone RP11-50E19 on chromosome 10 
Length = 141790 

Score =42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 342 aattttcttaactatagtttt 362 

Illllllllllllllllllll 
Sbjct: 81563 aattttcttaactatagtttt 81543 



>EM HUM: AL356215 AL356215.il Human DNA sequence from clone RP4-607I7 on chromosome 
llpll.2-12 Contains the start of the CD44 (CD44 antigen 
(homing function and Indian blood group system) ) gene, 
ESTs, STSs, GSSs and a CpG island. 
Length = 150533 

Score =42.1 bits (21), Expect =0.32 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 199 gtggaaaaatatataaacatt 219 

Illllllllllllllllllll 

Sbjct: 17658 gtggaaaaatatataaacatt 17678 
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>EM HUM: AL356128 AL356128.27 Human DNA sequence from clone RP11-366I13 on chromosome 
Length = 191935 

Score = 42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Query: 86 aaaaagttgaataaatcaatt 106 

iiiiiiiiiiiiiiiiiiiii 

Sbjct: 144636 aaaaagttgaataaatcaatt 144616 

>EM HUM: AL13 9234 AL139234.19 Human DNA sequence from clone RP3-438D16 on chromosome 
Xq24-26.1 
Length = 90007 

Score =42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand - Plus / Plus 

Query: 273 aaaaagaaaaaagactgaaag 293 

IIIIIIIIIIIIIIIIIIIII 

Sbjct: 79413 aaaaagaaaaaagactgaaag 79433 

>EM_HUM : AC124915 AC124915.5 Homo sapiens chromosome 3 clone RP11-717N7, complete 
sequence . 

Length = 183748 

Score =42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand = Plus / Plus 

Query: 276 aagaaaaaagactgaaaggaa 296 

1 1 1 1 1 1 II 1 1 1 1 1 n 1 1 1 II I 

Sbjct: 177741 aagaaaaaagactgaaaggaa 177761 

>EM HUM: AC099326 AC099326.1 Homo sapiens chromosome 3 clone RP11-7B12, complete 
sequence . 
Length = 152772 

Score = 42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand = Plus / Plus 

Query: 276 aagaaaaaagactgaaaggaa 296 

niiiiiiiiiiiiiiiiiii 

Sbjct: 70528 aagaaaaaagactgaaaggaa 70548 

>EM_HUM: AC080089 AC080089.5 Homo sapiens BAG clone RP11-785J10 from 4, complete 
sequence . 
Length = 174023 

Score = 42.1 bits (21), Expect = 0.32 
Identities = 27/29 (93%) 
Strand = Plus / Minus 

Query: 273 aaaaagaaaaaagactgaaaggaaccatc 301 

Mill llllllllllllllllll INI 

Sbjct: 41570 aaaaaaaaaaaagactgaaaggaatcatc 41542 



>EM HUM: AC004991 AGO 04 991.1 Homo sapiens PAG clone RP5-1186G1 from 7q21 . 2-q31 . 1, 
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complete sequence. 
Length = 112 846 

Score =42.1 bits (21), Expect = 0.32 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 271 acaaaaagaaaaaagactgaa 291 

IIIIIIIIIIIIMIIIIIII 

Sbjct: 37239 acaaaaagaaaaaagactgaa 37219 

>EM_PL: AP003104 AP003104.2 Oryza sativa (japonica cultivar- group) genomic DNA, 
chromosome 1, BAG clone : OSJNBa0038J17 . 
Length = 180186 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 203 aaaaatatataaacattgta 222 

Mllllllllllllllllll 

Sbjct: 64451 aaaaatatataaacattgta 64470 

>EM OV: BC042228 BC042228.1 Xenopus laevis. Similar to frizzled homolog 7 
(Drosophila) , clone MGC:52543 IMAGE : 5570875 , mRNA, 
complete cds. 
Length = 4 076 

Score = 40.1 bits (20), Expect ~ 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 203 aaaaatatataaacattgta 222 

Illlllllllllllllllll 

Sbjct: 3919 aaaaatatataaacattgta 3900 

>EM OV: AL929568 AL929568.12 Zebrafish DNA sequence from clone CH211-59K8 
Length = 185257 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 140 ttttcttttaaaaatcacac 159 

Mllllllllllllllllll 

Sbjct: 157075 ttttcttttaaaaatcacac 157094 

>EM_OV:AL845320 AL845320.10 Zebrafish DNA sequence from clone DKEY-30J19 
Length = 183417 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 136 ccatttttcttttaaaaatc 155 

MIIIIIIIIMIIIIIIII 

Sbjct: 170420 ccatttttcttttaaaaatc 170401 

>EM OR: ADE431040 AJ431040.1 Androya decaryi chloroplast rpsl6 gene for ribosomal 
protein S16, intron 
Length = 835 
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Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 273 aaaaagaaaaaagactgaaa 292 

Illlllllllllllllllll 

Sbjct: 682 aaaaagaaaaaagactgaaa 701 

>EM MUS: AL683896 AL683896.5 Mouse DNA sequence from clone RP23-184N2 on chromosome 2 
Length = 127711 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 13 ttaggattttatttttacta 32 

Illlllllllllllllllll 
Sbjct: 117969 ttaggattttatttttacta 117988 

>EM MUS: AL589871 AL589871.13 Mouse DNA sequence from clone RP23-391I11 on chromosome 13 
Length = 217643 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 266 catacacaaaaagaaaaaag 285 

Illlllllllllllllllll 

Sbjct: 166191 catacacaaaaagaaaaaag 166210 

>EM MUS: AC121582 AC121582.3 Mus musculus chromosome 3 clone RP23-257I21, complete 
sequence . 
Length = 201935 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand - Plus / Plus 

Query: 266 catacacaaaaagaaaaaagactg 289 

iiiiiiiiiiiiii iiiiiiiii 

Sbjct: 128162 catacacaaaaagagaaaagactg 128185 

>EM MUS: AC098719 AC098719.3 Mus musculus clone RP23-2M3, complete sequence. 
Length = 219626 

Score =40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Minus 

Query: 317 gggaaagacggagaaacaaagtgt 340 

IMIIIII lllllllllllllll 

Sbjct: 164363 gggaaagatggagaaacaaagtgt 164340 

>EM INV: CEC18E9 Z70034.1 Caenorhabditis elegans cosmid C18E9 
Length = 34024 



Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 
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Query: 263 ctacatacacaaaaagaaaa 2 82 

iiiiiiiiiiiiiiiiiiii 

Sbjct: 3989 ctacatacacaaaaagaaaa 4008 

>EM_INV: AC115608 AC115608.2 Dictyostelium discoideum chromosome 2 map 6061442-6097630 
strain AX4, complete sequence. 
Length = 36188 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand ~ Plus / Plus 

Query: 15 aggattttatttttactatt 34 

IIIIIIIIIIIIIIIIIIII 
Sbjct: 8602 aggattttatttttactatt 8621 

>EM_HUM: HS479J7 AL035608.il Human DNA sequence from clone RP3-479J7 on chromosome 
Xq21. 33-23 
Length = 97189 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 373 cagattttctacaagttaat 392 

IIIMIIIIIIMIIIIIII 

Sbjct: 74152 cagattttctacaagttaat 74171 

>EM HUM : HS4 62023 AL031431.8 Human DNA sequence from clone RP3-462023 on chromosome 
lp35.1-36.12 
Length = 154154 

Score = 4 0.1 bits (20), Expect =1.3 
Identities = 23/24 (95%) 
Strand = Plus / Plus 

Query: 273 aaaaagaaaaaagactgaaaggaa 296 

Hill llllllllllllllllll 

Sbjct: 136207 aaaaaaaaaaaagactgaaaggaa 136230 

>EM HUM : HS 2 5 7 1 2 0 AL021878.2 Human DNA sequence from clone RP1-257I20 on chromosome 
22ql3.1-13.2 
Length = 114846 

Score =40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Plus 

Query: 273 aaaaagaaaaaagactgaaaggaa 296 

Mill llllllllllllllllll 

Sbjct: 76523 aaaaaaaaaaaagactgaaaggaa 76546 

>EM HUM: CNS01DXI AL139317.5 Human chromosome 14 DNA sequence BAG R-589M4 of library 
RPCI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 190648 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 
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Query: 205 aaatatataaacattgtata 224 

Illlllllllllllllllll 

Sbjct: 62819 aaatatataaacattgtata 62838 

>EM HUM: BX247885 BX24788S.il Human DNA sequence from clone RP4-669P10 on chromosome 
22ql3. 31-13. 33 
Length = 133246 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Plus 

Query: 273 aaaaagaaaaaagactgaaaggaa 296 

mil iiiiiiimiiiiiiii 

Sbjct: 50132 aaaaaaaaaaaagactgaaaggaa 50155 

>EM HUM: AL590783 AL590783.5 Human DNA sequence from clone RP11-397C12 on chromosome 1 
Length = 157356 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 72 attatttaatggtgaaaaag 91 

Illlllllllllllllllll 

Sbjct: 17014 attatttaatggtgaaaaag 16995 

>EM HUM: AL360176 AL360176.22 Human DNA sequence from clone RP11-124H7 on chromosome 10 
Length = 155699 

Score =40.1 bits (20), Expect =1.3 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 265 acatacacaaaaagaaaaaa 284 

Illlllllllllllllllll 

Sbjct: 48115 acatacacaaaaagaaaaaa 4 8134 

>EM HUM: AL354680 AL354680.14 Human DNA sequence from clone RP11-536F8 on chromosome 
6p23-24 .3 
Length = 194845 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 277 agaaaaaagactgaaaggaa 296 

Illlllllllllllllllll 

Sbjct: 192118 agaaaaaagactgaaaggaa 192099 

>EM HUM: AL163542 AL163542.8 Human DNA sequence from clone RP11-360I23 on chromosome 13. 
Contains part of the DACH gene for dachshund (Drosophila) 
homolog, ESTs, STSs and GSSs. 
Length = 177037 

Score =40.1 bits (20), Expect =1.3 
Identities = 20/20 (100%) 
Strand - Plus / Minus 



Query: 66 tctgtgattatttaatggtg 85 

Illlllllllllllllllll 
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Sbjct: 165099 tctgtgattatttaatggtg 165080 



>EM HUM: AK098294 AK098294.1 Homo sapiens cDNA FLJ40975 fis, clone UTERU2013502 . 
Length = 2 798 

Score =40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Plus 



Query: 273 aaaaagaaaaaagactgaaaggaa 296 

llllllllllllll IIIMIIII 

Sbjct: 2281 aaaaagaaaaaagaatgaaaggaa 2304 



>EM HUM: AK096725 AK096725.1 Homo sapiens cDNA FLJ3 94 06 fis, clone PLACE6013217 . 
Length =1880 

Score = 40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Plus 



Query: 138 atttttcttttaaaaatcacactt 161 

llllllllll lllllllllllll 
Sbjct: 1502 atttttctttaaaaaatcacactt 1525 



>EM HUM: AF043906 AF043 906.1 Homo sapiens T245 protein (T245) iiiRNA, complete cds . 
Length = 2036 

Score =40.1 bits (20), Expect = 1.3 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 373 cagattttctacaagttaat 392 

iiiiiiiiiiiiiiiiiiii 

Sbjct: 1838 cagattttctacaagttaat 1819 

>EM HUM: AC129980 AC129980.6 Homo sapiens chromosome 15, clone CTD-2529M12, complete 
sequence . 
Length = 236391 

Score =40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Plus 



Query: 269 acacaaaaagaaaaaagactgaaa 292 

iiiiiiiiiiii iiiiiiiiiii 

Sbjct: 33168 acacaaaaagaagaaagactgaaa 33191 



>EM HUM: AC124 94 5 AC124945.12 Homo sapiens 3 BAG RP11-397K18 (Roswell Park Cancer 
Institute Human BAG Library) complete sequence. 
Length = 53156 

Score =40.1 bits (20), Expect = 1.3 
Identities = 23/24 (95%) 
Strand = Plus / Minus 



Query: 183 caaatgctcaagctgagtggaaaa 206 

IIIIIIIIIII IIIIIIIIIIII 

Sbjct: 11919 caaatgctcaaactgagtggaaaa 11896 



>EM HUM: AC112S12 AG112512.6 Homo sapiens 3 BAG RP11-717D12 (Roswell Park Cancer 
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Institute Human BAG Library) complete sequence. 
Length = 176910 

Score =40.1 bits (20), Expect =1.3 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 130 ttgagtccatttttctttta 149 

llllllllllllllllllll 
Sbjct: 91848 ttgagtccatttttctttta 91829 



Database : embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,34 5 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 



Matrix: blastn matrix:! -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 4,560,551 

Number of Sequences: 2705345 

Number of extensions: 4560551 

Number of successful extensions: 450098 

Number of sequences better than 10.0: 326 

length of query: 393 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 373 

effective length of database: 4,107,188,812 

effective search space: 1531981426876 

effective search space used: 1531981426876 

T: 0 

A: 0 

XI: 6 (11.9 bits) 
X2: 15 (29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 



\ 
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SEQ ID 3 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 



SEQID3 ATGACACAAATATTAGGATTTTATTTTTACTATTATCCACCAGCAACAAGA 

AXO 34341 ATGACACAAATATTAGGATTTTATTTTTACTATTATCCACCAGCAACAAGA 

AGO 264 0 7 ACCTAAAAAAAAAAAAAAAAAAAAAAATTCTTTTTCTGGTGTTTGAAGGTGTAGCTGTGA 

* * * **★ * * **★ * *** * * ** 

S EQI D3 TATCAAACACTGGTTCTGTGA TTATTTAATGGTGAAAAAGTTGAATAAATCAATTTA 

AXO 34341 TATCAAACACTGGTTCTGTGA TTATTTAATGGTGAAAAAGTTGAATAAATCAATTTA 

ACO 2 6 4 0 7 TGTTTCCCCTTTTCTTAGTGGCATTTATTAACTTGTAGAAAATCTGGA ATACA 

* * * * * *★* ***** * * ** ***★ ** * ** * 

S EQI D3 GTATACCCATATGTTGGAATATTGAGTCCATTTTTCTTTTAAAAATCACACTTTGGAATA 
AXO 34341 GTATACCCATATGTTGGAATATTGAGTCCATTTTTCTTTTAAAAATCACACTTTGGAATA 
AC 0 2 6 4 0 7 CCAAAACTATAGTTAAGAAAATTAACACTTTGTTTCTCC - GTCTTTCCCATCAAAGCATT 

* * * *** * *** *** * * * ***** ** ** * ** 

SEQID3 ATTGATGATACTGGCAAATGCTCAAGCTGAGTGGAAAAATATATAAACATTGTATAGGCG 
AX034341 ATTGATGATACTGGCAAATGCTCAAGCTGAGTGGAAAAATATATAAACATTGTATAGGCG 
AC 0 2 6 4 0 7 GTGGATGGTTCCTTTCAGTCTTTTTTCTTTTTGTGTATGTAGGTTTACACAGGGAATGCA 

* **** * * * * * ** ** * ** * *** * * ** 

SEQID3 AATAATTCCAATCTTGTGCATTCCCTGTGTAAACCTACATACACAAAAAGAAAAAAGACT 
AXO 3 4 3 4 1 AATAATTCCAATCTTGTGCATTCCCTGTGTAAACCTACATACACAAAAAGAAAAAAGACT 
AC 0 2 6 4 0 7 CAAGATTGGAATTATTCGCCTATACAATGTTTATATATTTTTCCACTCAGCTTGAGCATT 

* *** *** * ** * * *** * ** * ** ** * * * 

SEQID3 GAAAGGAACCATCCACAATGCTTTGATCGGGAAAGACGGAGAAACAAAGTGTTAATTTTC 
AXO 34341 GAAAGGAACCATCCACAATGCTTTGATCGGGAAAGACGGAGAAACAAAGTGTTAATTTTC 
AC 0 2 6 4 0 7 TGCCAGTATCATCAATTATTCCAAAGTGTGATTTTTAAAAGAAAAATGGACTCAATATTC 
* ★ ***★ * *★ * * * ***** * * * *** *** 

SEQID3 TTAACTATAGTT- - -TTNGGTGTATTC- - -CAGATTTTCTACAAGTTAATA 

AX034341 TTAACTATAGTT- - - TTNGGTGTATTC - - - CAGATTTTCTACAAGTTAATA 

AC 0 2 6 4 0 7 CAACATATGGGTATACTAAATTGATTTATTCAACTTTTTCACCATTAAATAATCACAGAA 

* *** * * * * *** ** **** ** * * **** 
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SEQ ID 4 Blast Results 

BLASTN 2.2.4 [Aug-26-2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997) , 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= /ebi/extserv/old-work/957195 . 880250-18403 .blastall .a [Unknown 
form] , 435 bases, 7E9228B6 checksum. 
(435 letters) 

Database : embl 

2,705,345 sequences; 4,161,295,712 total letters 

Searching done 

Score E 

Sequences producing significant alignments: (bits) Value 

EM PAT: AX034342 AX034342.1 Sequence 4 from Patent WO0050637. 862 0.0 

EM PAT: AX578Q32 AX578032.1 Sequence 154 from Patent WO02081745 . 759 0.0 

EM PAT: AX034371 AX034371.1 Sequence 33 from Patent WO0050637. 759 0.0 

EM HUM: IR0324951 AL359060.1 Homo sapiens mRNA full length insert... 759 0.0 

EM HUM: IR0265368 AL359059.1 Homo sapiens mRNA full length insert... 759 0.0 

EM HUM: AK095972 AK095972.1 Homo sapiens cDNA FLJ38653 fis, clone... 759 0.0 

EM HUM: AK095890 AK095890.1 Homo sapiens cDNA FLJ38571 fis, clone... 759 0.0 

EM_HUM: AK095741 AK095741.1 Homo sapiens cDNA FLJ38422 fis, clone... 759 0.0 

EM_HUM: AF110137 AF110137.2 Homo sapiens gremlin mRNA, complete cds. 759 0.0 

EM HUM: AC090877 AC090877.4 Homo sapiens chromosome 15, clone RPl . . . 759 0.0 

EM HUM: AF154054 AF154054.1 Homo sapiens DRM (DRM) mRNA, complete... 658 0.0 

EM STS: G36759 G36759.1 SHGC-54520 Human Homo sapiens STS cDNA, s... 624 e-176 

EM PAT : BP 0 2 9 8 3 5 BD029835.1 Sequence tag and encoded human protein. 476 e-132 

EM_PAT: AX333075 AX333075.1 Sequence 3584 from Patent WO0194629. 446 e-123 

EM_PAT:AX332577 AX332577.1 Sequence 3086 from Patent WO0194629. 446 e-123 

EM PAT: AX332599 AX332599.1 Sequence 3108 from Patent WO0194629. 327 4e-87 

EM_MUS : AC121912 AC121912.3 Mus musculus chromosome 14 clone RP24 . . . 46 0.023 

EM PAT: AX344836 AX344836.1 Sequence 261 from Patent WO0200927. 44 0.090 

EM PAT: AX323693 AX323693.1 Sequence 181 from Patent WO0192565. 44 0.090 

EM PAT: AX277996 AX277996.1 Sequence 159 from Patent W00177375. 44 0.090 

EM HUM: CNS00009 AL049830.3 Human chromosome 14 DNA sequence BAG ... 44 0.090 

EM_PL: ATF18P9 AL138654.1 Arabidopsis thaliana DNA chromosome 3, ... 42 0.36 

EM PAT: AX346755 AX346755.1 Sequence 1826 from Patent WO0200928. 42 0.36 

EM PAT: AX034357 AX034357.1 Sequence 19 from Patent WO0050637. 42 0.36 

EM MUS: AL808128 AL808128.4 Mouse DNA sequence from clone RP23-38... 42 0.36 

EMMUS : AC024608 AC024608.4 Mus musculus chromosome 5 clone RP23-... 42 0.36 

EM INV: AY190959 AY190959.1 Drosophila willistoni clone DWIF01_5_. . . 42 0.36 

EM_INV : AE003694 AE003694.3 Drosophila melanogaster chromosome 3R. . . 42 0.36 

EM_INV: AC007889 AC007889.8 Drosophila melanogaster, chromosome 3... 42 0.36 

EM_INV : AC007692 AC007692.4 Drosophila melanogaster, chromosome 3... 42 0.36 

EM HUM: AC112721 AC112721.3 Homo sapiens BAG clone RP11-704F14 fr... 42 0.36 

EM_HUM : AC025895 AC025895.9 Homo sapiens, clone RP11-610C20, comp... 42 0.36 

EM_STS : G46102 G46102.1 Z6496_l Zebrafish AB Danio rerio STS geno. . . 40 1.4 

EM_ PRO : RSBTN I FH K02676.1 Rhizobium BTAil nifH gene, promoter reg... 40 1.4 

EM PL: AP005296 AP005296.3 Oryza sativa (japonica cultivar-group) . . . 40 1.4 

EM_PL : AP004273 AP004273.2 Oryza sativa (japonica cultivar-group)... 40 1.4 

EM_PAT : AX348565 AX34 8565.1 Sequence 23 from Patent WO0202807. 40 1.4 

EM_PAT : AX347349 AX34 734 9.1 Sequence 2420 from Patent WO0200928. 40 1.4 

EM_PAT : AX345076 AX345076.1 Sequence 147 from Patent WO0200928. 40 1.4 

EM_PAT : AX344553 AX344553.1 Sequence 4 from Patent W00200932 . 40 1.4 

EM_PAT : AX339174 AX3 3 9174.1 Sequence 41 from Patent WO0176451. 40 1.4 

EM_PAT: AX251756 AX251756.1 Sequence 17 from Patent WO0168911. 40 1.4 

EM_OV: AL93 5306 AL935306.6 Zebrafish DNA sequence from clone DKEY. . . 40 1.4 

EMMUS : AL808105 AL808105.15 Mouse DNA sequence from clone RP23-2... 40 1.4 

EM_MUS : AL807804 AL807804.16 Mouse DNA sequence from clone RP23-1... 40 1.4 

EM_MUS : AC123922 AC123922.3 Mus musculus chromosome 1 clone RP24-... 40 1.4 

EMMUS : AC122198 AC122198.2 Mus musculus chromosome 1 clone RP23-... 40 1.4 

EM INV: CEY17G7B AL023828.1 Caenorhabdit is elegans YAC Y17G7B 40 1.4 
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EMINV: AE00354 8 AE003548.3 Drosophila tnelanogaster chromosome 3L. . . 40 1.4 

EM_INV: AC010558 AC010558.4 Drosophila melanogaster 3L BAG RPCI98... 40 1.4 

EM_INV : AC010016 AC010016.6 Drosophila melanogaster 3L BAG RP98-1... 40 1.4 

EM_HUM : HS340N1 Z98257.1 Human DNA sequence from clone RP3-340N1 ... 40 1.4 

EM_HUM : HS118J21 AL033527.26 Human DNA sequence from clone RPl-11... 40 1.4 

EM HUM: AL58964 5 AL589645.10 Human DNA sequence from clone RPll-2... 40 1.4 

EM_HUM : AL513480 AL513480.21 Human DNA sequence from clone RPll-4... 40 1.4 

EM HUM: AL450483 AL450483.1 Human DNA sequence from clone RPll-44... 40 1.4 

EM HUM : AL3 91707 AL391707.9 Human DNA sequence from clone RPll-16... 40 1.4 

EM HUM: AL161897 AL161897.6 Human DNA sequence from clone RPll-26... 40 1.4 

EM HUM: AL158198 AL158198.14 Human DNA sequence from clone RPll-2... 40 1.4 

EM HUM: AL136975 AL136975.6 Human DNA sequence from clone RP3-449... 40 1.4 

EM_HUM : AF206725 AF206725.6 Homo sapiens chromosome 8 clone GTA-3,.. 40 1.4 

EM HUM: AE014308 AE014308.1 Homo sapiens chromosome 13q34 schizop. . . 40 1.4 

EM_HUM:AC132807 AC132807 . 2 Homo sapiens chromosome 3 clone RP11-... 40 1.4 

EM HUM: AG131157 AG131157.4 Homo sapiens 12 BAG RP11-70F11 (Roswe... 40 1.4 

EM HUM: AC110012 AG110012.5 Homo sapiens chromosome 8, clone CTD- . . . 40 1.4 

EM HUM: AC108163 AG108163.3 Homo sapiens BAG clone RP11-694K14 fr. . . 40 1.4 

EM_HUM:AC104814 AG104814.5 Homo sapiens BAG clone RP11-683C4 fro... 40 1.4 

EM HUM: AG104297 AG104297.1 Homo sapiens chromosome 3 clone RP11-... 40 1.4 

EM HUM: AG104088 AG104088.6 Homo sapiens BAG clone RP11-744C22 fr... 40 1.4 

EM_HUM : AC100863 AG100863.2 Homo sapiens chromosome 18, clone RPl . . . 40 1.4 

EM HUM: AG100801 AG100801,4 Homo sapiens chromosome 8, clone GTA- . . . 40 1.4 

EM_HUM : AC097518 AG097518.2 Homo sapiens BAG clone RP11-487E13 fr... 40 1,4 

EM HUM : AGO 9 06 2 7 AG090627.4 Homo sapiens chromosome 17, clone GTD. . . 40 1.4 

EM_HUM : AC034Z39 AG034239.5 Homo sapiens chromosome 5 clone GTD-2... 40 1.4 

EM HUM : AG02 3430 AG023430.18 Homo sapiens chromosome 2 clone RPll... 40 1.4 

EM_HUM:AC018529 AG018529.12 Homo sapiens, clone RP11-4B16, corapl . . . 40 1.4 

EM_HUM : AC006226 AG006226.4 Homo sapiens chromosome 4 clone GOOll... 40 1.4 

EM VI : AB040456 AB040456.1 Human papillomavirus type 71 DNA, comp. . . 38 5.6 

EM PRO: AE006091 AE006091.1 Pasteurella multocida PM70 section 58... 38 5.6 

EM_PL : OSJN00125 AL606998.2 Oryza sativa genomic DNA, chromosome ... 38 5.6 

EM_PL : OSJN00053 AL606623.2 Oryza sativa genomic DNA, chromosome ... 38 5.6 

EM_PL : ATMAA21 AL163818.1 Arabidopsis thaliana DNA chromosome 3, . . . 38 5.6 

EM_PL : ATF24A6 AL035396.1 Arabidopsis thaliana DNA chromosome 4, ... 38 5.6 

EM_PL : ATCHRIV62 AL161562.2 Arabidopsis thaliana DNA chromosome 4... 38 5.6 

EM_PL : AP003334 AP003334.4 Oryza sativa (japonica cultivar-group) . . . 38 5.6 

EM_PL : AP001300 AP001300.1 Arabidopsis thaliana genomic DNA, chro. . . 38 5.6 

EM_PL : AC006550 AG006550.2 Arabidopsis thaliana chromosome 1 BAG ... 38 5.6 

EM_PL : AB026295 AB026295.2 Oryza sativa (japonica cultivar-group)... 38 5.6 

EM PL: AB010068 AB010068.1 Arabidopsis thaliana genomic DNA, chro... 38 5.6 

EM PAT : AX6 59126 AX659126.1 Sequence 97 from Patent WO02103041. 38 5.6 

EM_PAT : AX657852 AX657852.1 Sequence 97 from Patent WO0210304 2. 38 5.6 

EM PAT: AX598971 AX598971.1 Sequence 311 from Patent WO02077272. 38 5.6 

EM_PAT : AX598899 AX598899.1 Sequence 239 from Patent WO02077272. 38 5.6 

EM_PAT : AX598825 AX598825.1 Sequence 165 from Patent WO02 077272. 38 5.6 

EM PAT: AX598733 AX598733.1 Sequence 73 from Patent WO02077272 . 38 5.6 

EM_PAT : AX509096 AX509096.1 Sequence 3791 from Patent WO0216655. 38 5.6 

EM_PAT : AX508026 AX508026.1 Sequence 2721 from Patent WO0216655 . 38 5.6 

EM PAT : AX4 58610 AX4 58610.1 Sequence 156 from Patent W00246454 . 38 5.6 

EM PAT: AX458515 AX458515.1 Sequence 61 from Patent WO0246454. 38 5.6 

EM PAT: AX349191 AX349191.1 Sequence 117 from Patent WO0202808. 38 5.6 

>EM PAT: AX034342 AX034342.1 Sequence 4 from Patent WO0050637. 
Length =435 

Score = 862 bits (435), Expect = 0.0 
Identities = 435/435 (100%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 



Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 
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Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 



Query : 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 



240 



240 



Query : 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 

IIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct : 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 



300 



300 



Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 



Query: 421 ttgtccacattctcc 435 

iiiiiiiiiiiiiii 

Sbjct: 421 ttgtccacattctcc 435 



>EM_PAT : AX578032 AX578032.1 Sequence 154 from Patent WO02081745. 
Length =4049 



Score = 759 bits (383), Expect =0.0 
Identities - 428/435 (98%) , Gaps = 6/435 (1%) 
Strand = Plus / Plus 



Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2180 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2239 

Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2240 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2299 



Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2300 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2359 

Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

iiiiiiiiiiiiiiiiiiiiiiiiiniiiiiiiiiiiiMiiiiiiiiiiiiiiiiiii 

Sbjct: 2360 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2419 



Query : 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIII lllllll 

Sbjct : 2420 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 



300 



2478 



Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

iiiiiiiiiiiiiiiii III iiiiiiiiiiiiiiiii mill iiiiMiiii II 

Sbjct: 2479 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 2534 



Query: 361 
Sbjct: 2535 



ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 

llllllllll IIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 



420 
2593 
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Query: 421 ttgtccacattctcc 435 

IIIIIIIMIIIIII 

Sbjct: 2594 ttgtccacattctcc 2608 

>EM_ PAT: AX034371 AX034371.1 Sequence 33 from Patent WO00S0637. 
Length = 4049 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2180 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2239 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2240 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2299 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

IIIIIIMIillllllllllllllllllllllllllllllllllllllllllMIIIIII 

Sbjct: 2300 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2359 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

llllllllllllllllllllllllllllllllllllllillllllMIIIIIIIIIIIII 

Sbjct: 2360 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2419 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

IIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIII lllllll 

Sbjct: 2420 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 2478 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

IIIIIIIIIIIIIIIII III IIIIIIIIIIIIIIIII mill IIIIIIIIII II 

Sbjct: 24 79 ctgattttcaaactttt-aaactcactactgatgattct-cacgct -aggcgaattt-gt 2534 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

IIIMIMII IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 2535 ccaaacacat -agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2593 
Query: 421 ttgtccacattctcc 435 

IIIIIIIMIIIIII 

Sbjct: 2594 ttgtccacattctcc 2608 

>EM HUM: IR0324 951 AL359060.1 Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
324951. 
Length =1357 

Score = 759 bits (383), Expect - 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 869 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 928 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
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Sbjct: 929 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 988 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMIIIIIIIIIIIII 

Sbjct: 989 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 1048 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1049 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 1108 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiii 

Sbjct: 1109 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 1167 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

iiiiiiiiiiiiiiiii III iiiiiiiiiiiiiiiii mill iiiiiiiiii II 

Sbjct: 1168 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 1223 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

IIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1224 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 1282 



Query: 421 ttgtccacattctcc 435 

lllllllllllllll 
Sbjct: 1283 ttgtccacattctcc 1297 



>EM HUM: IR0265368 AL359059.1 Homo sapiens mRNA full length insert cDNA clone 
EUROIMAGE 265368. 
Length = 2138 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%) , Gaps = 6/435 (1%) 
Strand = Plus / Plus 



Query : 
Sbjct: 



260 



gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 319 



Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 320 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 379 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 380 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 439 



Query : 
Sbjct: 



181 



440 



ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 

IIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 



240 



499 



Query : 
Sbjct: 



241 



500 



acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIII 

acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 



300 



558 



Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

IIIIIIIIIIIIIIIII III IIIIIIIIIIIIIIIII IIIIM IIIIIIIIII II 

Sbjct: 559 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 614 
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Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

iiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 615 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 673 
Query: 421 ttgtccacattctcc 435 

iiiiiiiiiiiiiii 

Sbjct: 674 ttgtccacattctcc 688 

>EM HUM: AK095972 AK095972.1 Homo sapiens cDNA FLJ38653 fis, clone HHDPC2009114 , highly 
similar to Homo sapiens gremlin mRNA. 
Length =3113 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2064 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2123 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2124 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2183 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

IIIIINIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2184 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2243 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2244 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2303 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii lllllll 

Sbjct: 2304 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 2362 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

liiiiiiiiiiiiiiii III iiiiiiiiiiiiiiiii iiiiii IIIIIIIIII II 

Sbjct: 2363 ctgattttcaaactttt-aaactcactactgatgattct -cacgct-aggcgaattt-gt 2418 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

IIIIIIIIII iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2419 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2477 

Query: 421 ttgtccacattctcc 435 

IIIIIIIIIIIIIII 
Sbjct: 2478 ttgtccacattctcc 2492 

>EM HUM: AK095890 AK095890.1 Homo sapiens cDNA FIiJ38571 fis, clone HCHON2006770 , highly 
similar to Homo sapiens gremlin mRNA. 
Length = 2648 

Score = 759 bits (383), Expect =0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMI 
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Sbjct: 2151 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2210 

Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2211 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2270 

Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2271 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2330 



Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2331 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2390 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii lllllll 

Sbjct: 2391 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 2449 



Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

iiiiiiiiiiiiiiiii III iiiiiiiiiiiiiiiii mill iiiiiiiiii II 

Sbjct: 2450 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 2505 



Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 42 0 

IIIIIIIIII iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2506 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2564 



Query: 421 ttgtccacattctcc 435 

lllllllllllllll 
Sbjct: 2565 ttgtccacattctcc 2579 



>EM HUM: AK095741 AK095741.1 Homo sapiens CDNA FLJ38422 fis, 
similar to R.norvegicus mRNA for DRM protein. 
Length = 3169 



clone FEBRA2011356, highly 



Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%) , Gaps = 6/435 (1%) 
Strand = Plus / Plus 



Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2118 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2177 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2178 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2237 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2238 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2297 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2298 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2357 



Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii lllllll 

Sbjct: 2358 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 2416 
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Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

lllllllllllllllll III lllllllllllllllll mill llllllllll II 

Sbjct: 2417 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 2472 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

llllllllll iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2473 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2531 



Query: 421 ttgtccacattctcc 435 

iiiiiiiiiiiiiii 

Sbjct: 2532 ttgtccacattctcc 2546 



>EM HUM: AF110137 AF110137.2 Homo sapiens gremlin mRNA, complete cds . 
Length =4049 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 



Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2180 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2239 



Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 2240 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2299 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180' 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

Sbjct: 2300 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2359 



Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

IIIIIMIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIilllllll 

Sbjct: 2360 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2419 



Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

llllllllllllllllllllllllllllllllllllllllllllllllllll IIIIMI 

Sbjct: 2420 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat -gttgggt 2478 

Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

lllllllllllllllll III lllllllllllllllll mill llllllllll II 

Sbjct: 2479 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 2534 



Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

llllllllll iiiiiiiiiiiimiiiiiimiimmmiiiiiiiimm 

Sbjct: 2535 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2593 



Query: 421 ttgtccacattctcc 435 

imiiiiiiiiiii 

Sbjct: 2594 ttgtccacattctcc 2608 



>EM HUM: AGO 90877 AGO 90 8 77. 4 Homo sapiens chromosome 15, clone RP11-758N13, complete 
sequence . 
Length = 1814 60 



Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 
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Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 67315 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 67374 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 

Sbjct: 67375 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 67434 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 67435 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 67494 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII 

Sbjct: 67495 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 67554 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiii 

Sbjct: 67555 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 67613 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

IIIIIIIIIIIIIIIII III IIIIIIIIIIIIIIIII mill IIIIIIIIII II 

Sbjct: 67614 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 67669 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

iiiiiimi iimiiiiiiimiiiiiiiiiiiiiiiiiiimiiiiiiiiiiii 

Sbjct: 67670 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 67728 
Query: 421 ttgtccacattctcc 435 

IIIIIMIIIIIII! 

Sbjct: 67729 ttgtccacattctcc 67743 

>EM HUM: AF154054 AF154054.1 Homo sapiens DRM (DRM) mRNA, complete cds . 
Length = 3299 

Score = 658 bits (332), Expect =0.0 
Identities = 418/436 (95%), Gaps = 8/436 (1%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

miiimiiimmiiiimm iiiiiiiiiiiiiiiiiiiiiiiiiimii 

Sbjct: 2244 gtactttggatttggttaacctgttttcctcaagcctgaggttttatatacaaactccct 2303 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 12 0 

iiiiiiiiiimiiiiiii mimmmmmmmmmiimii 

Sbjct: 2304 gaatactctttttgccttgttacttctcagcctcctagccaagtcctatgtaatatggaa 2363 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiimiiiii I mm mm III nil I III IIIIIIMI I nil I nil I Mil 

Sbjct: 2364 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2423 
Query: 181 ttgcaactcgagaagctgttttt-atttcgtttttgttttgatccagtgctctcccatct 239 

iminiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiii II iiiiiiiiiiiiii 

Sbjct: 2424 ttgcaactcgagaagctgtttttgatttcgtttttgttttgaaccggtgctctcccatct 2483 



Query : 



240 



aacaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttggg 2 99 
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lllllllll MM MMMI MMMMMMMMMMMNMMI MMII 

Sbjct: 2484 aacaactaacaagga-ccatttccaggcgggagatattttaaacacccaaaat-gttggg 2541 
Query: 300 tctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttgg 359 

MMMM MMMMI Ml MMMMMMMMI MMM MMMMM I 

Sbjct: 2542 tctgatttccaaactttt-aaactcactactgatgattct -cacgct-aggcgaattt-g 2597 
Query: 360 tccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgt 419 

MMMMMI MMMMMMMMMMIMIMIMMMMMMMMMMI 

Sbjct: 2598 tccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgt 2656 
Query: 420 attgtccacattctcc 435 

MMMMMMMM 

Sbjct: 2657 attgtccacattctcc 2672 

>EM STS: G36759 G36759.1 SHGC-54520 Human Homo sapiens STS cDNA, sequence tagged 
site . 
Length = 4 23 

Score = 624 bits {315) , Expect = e-176 
Identities = 376/386 (97%), Gaps = 8/386 (2%) 
Strand = Plus / Minus 

Query: 52 aaactccctgaatactctttttgccttgtatcttctcagcctcctagcc-aagtcctatg 110 

MMMMMMMIMMMMMMIMMMMMMMMMMI MIMMIM 

Sbjct: 414 aaactccctgaatactctttttgccttgtatcttctcagcctcctagcccaagtcctatg 355 
Query: 111 taatatggaaaacaaacactgcagacttgagattcagttgccgatc-aaggctctggcat 169 

MMIMMMMMMMMIMMMMMM MMMMMI IIMIIIIIIIII 

Sbjct: 354 taatatggaaaacaaacactgcagacttgagattnagttgccgatcgaaggctctggcat 295 
Query: 170 tcagagaacccttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgc 229 

IIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIMMIMIIIIIIIII 

Sbjct: 294 tcagagaacccttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgc 235 
Query: 230 tctcccatctaacaactaaacaggagccatttcaaggcgggagatattttaaacacccaa 289 

IIIIIIIIIMIIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 234 tctcccatctaacaactaaacaggagccatttcaaggcgggagatattttaaacacccaa 175 
Query: 290 aatggttgggtctgattttcaaacttttaaaattcactactgatgattctgcacgctaag 34 9 

III llllllllllllllllllllllll Ml lllllllllllllllll MMII M 

Sbjct: 174 aat-gttgggtctgattttcaaactttt-aaactcactactgatgattct-cacgct-ag 119 
Query: 350 gcgaatttggtccaaacacataagtgtgtgtgttttgtatacactgtatgaccccacccc 409 

MMMM llllllllllll IIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Sbjct: 118 gcgaattt-gtccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccacccc 61 
Query: 410 aaatctttgtattgtccacattctcc 435 

IIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 60 aaatctttgtattgtccacattctcc 35 

>EM PAT: BD029835 BD029835.1 Sequence tag and encoded human protein. 
Length =298 

Score = 476 bits (240) , Expect = e-132 
Identities = 251/257 (97%) 
Strand = Plus / Plus 



4 
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Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 41 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 100 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIIIIIIIIIIIIIIIMIMIIIIMIIIIIIIIIIIIIIIIIIIIIIIII nil 

Sbjct: 101 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaayatggbh 160 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

liiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 161 aacaaacacgncagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 220 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 221 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 280 
Query: 241 acaactaaacaggagcc 257 

iiiiiiiiiiiiii II 

Sbjct: 2 81 acaactaaacaggascc 297 

>EM PAT: AX333075 AX333075.1 Sequence 3584 from Patent WO0194629. 
Length = 4 51 

Score = 446 bits (225), Expect = e-123 
Identities ^ 239/241 (99%), Gaps = 2/241 (0%) 
Strand = Plus / Plus 



Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 210 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 269 



Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 270 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 329 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 330 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 389 
Query: 181 ttgcaactcgagaagctgtttttattt-cgtttttgttttgat-ccagtgctctcccatc 238 

IIIIIIIIIIIIIIIIIIIIMIIIII IIIIIIIIIIMIII llllllllllllllll 

Sbjct: 390 ttgcaactcgagaagctgtttttatttccgtttttgttttgatcccagtgctctcccatc 44 9 

Query: 239 t 239 
I 

Sbjct: 450 t 450 

>EM PAT: AX332577 AX332577.1 Sequence 3086 from Patent WO0194629. 
Length = 451 

Score = 446 bits (225) , Expect = e-123 
Identities = 239/241 (99%) , Gaps = 2/241 (0%) 
Strand = Plus / Plus 



Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 210 gtactttggatttggttaacotgttttcttcaagcctgaggttttatatacaaactccct 269 
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Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 270 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 329 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 330 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 389 
Query: 181 ttgcaactcgagaagctgtttttattt-cgtttttgttttgat-ccagtgctctcccatc 238 

iiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiii iiiiiiiiiiiiiiii 

Sbjct: 390 ttgcaactcgagaagctgtttttatttccgtttttgttttgatcccagtgctctcccatc 449 

Query: 239 t 239 
I 

Sbjct: 450 t 450 

>EM PAT: AX332599 AX332599.1 Sequence 3108 from Patent W00194629. 
Length = 655 

Score = 327 bits (165) , Expect = 4e-87 
Identities = 210/217 (96%) , Gaps = 6/217 (2%) 
Strand = Plus / Plus 

Query: 219 tgatccagtgctctcccatctaacaactaaacaggagccatttcaaggcgggagatattt 278 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1 tgatccagtgctctcccatctaacaactaaacaggagccatttcaaggcgggagatattt 60 
Query: 279 taaacacccaaaatggttgggtctgattttcaaacttttaaaattcactactgatgattc 338 

llllllllllllll IIIIIMIIIIIIIIIIIIIIIII III IIIIIIMIIIIIIII 

Sbjct: 61 taaacacccaaaat-gttgggtctgattttcaaactttt-aaactcactactgatgattc 118 
Query: 339 tgcacgctaaggcgaatttggtccaaacacataagtgtgtgtgttttgtatacactgtat 398 

I llllll IIIIIIIIII llllllllllll IIIIMIIIIIIIIIIIIIIIIIIIII 

Sbjct: 119 t-cacgct-aggcgaattt-gtccaaacacat-agtgtgtgtgttttgtatacactgtat 174 
Query: 399 gaccccaccccaaatctttgtattgtccacattctcc 435 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 175 gaccccaccccaaatctttgtattgtccacattctcc 211 

>EM_MUS : AC121912 AC121912.3 Mus musculus chromosome 14 clone RP24-183P18, complete 
sequence . 
Length = 198542 

Score =46.1 bits (23), Expect = 0.023 
Identities = 23/23 (100%) 
Strand = Plus / Minus 

Query: 108 atgtaatatggaaaacaaacact 130 

iiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 96334 atgtaatatggaaaacaaacact 96312 

>EM_PAT : AX344836 AX344836.1 Sequence 261 from Patent WO0200927. 
Length = 9515 

Score =44.1 bits (22), Expect = 0.090 
Identities = 22/22 (100%) 
Strand = Plus / Plus 



Query: 198 gtttttatttcgtttttgtttt 219 
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llllllllllllllllllllll 

Sbjct: 7375 gtttttatttcgtttttgtttt 7396 

>EM_PAT : AX323693 AX323 6 93.1 Sequence 181 from Patent WO0192565. 
Length = 9515 

Score =: 44.1 bits {22), Expect = 0.090 
Identities = 22/22 (100%) 
Strand = Plus / Plus 

Query: 198 gtttttatttcgtttttgtttt 219 

llllllllllllllllllllll 
Sbjct: 7375 gtttttatttcgtttttgtttt 7396 

>EM PAT: AX277996 AX277996.1 Sequence 159 from Patent WO0177375. 
Length = 9515 

Score = 44.1 bits (22), Expect = 0.090 
Identities = 22/22 (100%) 
Strand = Plus / Plus 

Query: 198 gtttttatttcgtttttgtttt 219 

llllllllllllllllllllll 
Sbjct: 7375 gtttttatttcgtttttgtttt 7396 

>EM HUM: CNS00009 AL04 9830.3 Human chromosome 14 DNA sequence BAG R-829H16 of library 
RPCI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 214 558 

Score =44.1 bits (22), Expect = 0.090 
Identities = 22/22 (100%) 
Strand = Plus / Minus 

Query: 198 gtttttatttcgtttttgtttt 219 

llllllllllllllllllllll 
Sbjct: 64725 gtttttatttcgtttttgtttt 64704 

>EM PL: ATF18P9 AL138654.1 Arabidopsis thaliana DNA chromosome 3, BAG clone F18P9 
Length = 95996 

Score = 42.1 bits (21), Expect = 0.36 
Identities = 21/21 (100%) 
Strand = Plus / Minus 

Query: 302 tgattttcaaacttttaaaat 322 

IIMIIIIIIIIIIIIIIIII 

Sbjct: 61441 tgattttcaaacttttaaaat 61421 

>EM_PAT: AX346755 AX346755.1 Sequence 1826 from Patent WO0200928. 
Length = 9267 

Score = 42.1 bits (21), Expect = 0.36 
Identities = 21/21 (100%) 
Strand = Plus / Plus 

Query: 199 tttttatttcgtttttgtttt 219 

IIIIIIIIIIMIIIIIIIII 

Sbjct: 6191 tttttatttcgtttttgtttt 6211 



>EM PAT: AX034357 AX034357.1 Sequence 19 from Patent WO0050637. 
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Length = 21 

Score = 42.1 bits (21), Expect = 0.36 
Identities = 21/21 (100%) 
Strand = Plus / Plus 



Query: 86 ctcagcctcctagccaagtcc 106 

iiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 ctcagcctcctagccaagtcc 21 



>EM_MUS : AL8 0 8 1 2 B AL808128.4 Mouse DNA sequence from clone RP23-387C21 on chromosome 2 
Length = 184736 

Score = 42.1 bits (21), Expect = 0.36 
Identities = 24/25 (96%) 
Strand = Plus / Minus 



Query: 197 tgtttttatttcgtttttgttttga 221 

iiiiiiiiiii iiiiiiiniiii 

Sbjct: 123355 tgtttttattttgtttttgttttga 123331 

>EM MUS: AC024608 AC024608.4 Mus musculus chromosome 5 clone RP23-333I24 strain C57BL6/J, 
complete sequence . 
Length = 21582 9 

Score =42.1 bits (21), Expect = 0.36 
Identities = 24/25 (96%) 
Strand = Plus / Minus 



Query: 118 gaaaacaaacactgcagacttgaga 142 

llllllllllllllllllll Mil 

Sbjct: 84862 gaaaacaaacactgcagactggaga 84838 

>EM INV: AY190959 AY190959.1 Drosophila willistoni clone DWIF01_5_H09 (D1414) genomic 
sequence . 
Length = 38059 

Score =42.1 bits (21), Expect =0.36 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 200 ttttatttcgtttttgttttg 220 

IIIIIIIIIIIIIIIIIIIII 
Sbjct: 35624 ttttatttcgtttttgttttg 35604 

>EM INV: AEQ03694 AE003694.3 Drosophila melanogaster chromosome 3R, section 32 of 118 of 
the complete sequence. 
Length = 226076 

Score = 42.1 bits (21), Expect = 0.36 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 306 tttcaaacttttaaaattcac 326 

IIIIIMIIIIIIIIIIIIII 

Sbjct: 60542 tttcaaacttttaaaattcac 60522 



>EM INV: AC007889 AC007889.8 Drosophila melanogaster, chromosome 3R, region 87A-87B, BAC 
clone BACR48E12, complete sequence. 
Length = 182183 
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Score =42.1 bits (21), Expect =0.36 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 306 tttcaaacttttaaaattcac 326 

Illllllllllllllllllll 
Sbjct: 134118 tttcaaacttttaaaattcac 134098 



>EM INV: AC007692 AC007692.4 Drosophila melanogaster , chromosome 3R, region 87B-87B, BAG 
clone BACR06005, complete sequence. 
Length = 184663 

Score = 42.1 bits (21), Expect = 0,36 
Identities = 21/21 (100%) 
Strand = Plus / Minus 



Query: 306 tttcaaacttttaaaattcac 326 

IIIIIMMIIIIIIIIIIII 

Sbjct: 51581 tttcaaacttttaaaattcac 51561 



>EM HUM: AC112721 AC112721.3 Homo sapiens BAG clone RP11-704F14 from 2, complete sequence. 
Length = 188829 

Score =42.1 bits (21), Expect =0.36 
Identities = 24/25 (96%) 
Strand = Plus / Plus 



Query: 197 tgtttttatttcgtttttgttttga 221 

lllllllllll IIIIIIIMIIII 
Sbjct: 102743 tgtttttattttgtttttgttttga 102767 



>EM_HUM: AC02 5895 AC025895.9 Homo sapiens, clone RP11-610C20, complete sequence. 
Length = 179113 

Score = 42.1 bits (21), Expect = 0.36 
Identities = 24/25 (96%) 
Strand = Plus / Plus 



Query: 197 tgtttttatttcgtttttgttttga 221 

IIIIIIMIII IIIIIMIIIIII 
Sbjct: 173910 tgtttttattttgtttttgttttga 173934 

>EM STS: G46102 G46102.1 Z6496_l Zebrafish AB Danio rerio STS genomic clone Z6496 
5', sequence tagged site. 
Length = 252 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 373 gtgtgtgtgttttgtataca 392 

llllllllllllllllllll 
Sbjct: 170 gtgtgtgtgttttgtataca 151 



>EM PRO: RSBTNIFH K02676.1 Rhizobium BTAil nifH gene, promoter region. 
Length = 363 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Plus 
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4' T 



Query: 333 tgattctgcacgctaaggcg 352 

IIIIIIIIIIIMIIIIIII 

Sbjct: 344 tgattctgcacgctaaggcg 363 



>EM PL: AP005296 AP005296.3 Oryza sativa (japonica cultivar -group) genomic DNA, 
chromosome 1, BAG clone : OJ1720_F04 . 
Length = 105227 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 305 ttttcaaacttttaaaattc 324 

Illlllllllllllllllll 
Sbjct: 56289 ttttcaaacttttaaaattc 56308 



>EM PL: AP004273 AP004273.2 Oryza sativa (japonica cultivar -group) genomic DNA, 
1, PAC clone : P0431A02 . 
Length = 165038 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 306 tttcaaacttttaaaattca 325 

Illlllllllllllllllll 
Sbjct: 130288 tttcaaacttttaaaattca 130269 



>EM_PAT : AX348565 AX34 8565.1 Sequence 23 from Patent WO0202807. 
Length = 5150 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 23/24 (95%) 
Strand = Plus / Plus 



Query: 197 tgtttttatttcgtttttgttttg 220 

IIIIIIIIIIIMIIIII Mill 
Sbjct: 4964 tgtttttatttcgttttttttttg 4987 



>EM PAT: AX347349 AX347349.1 Sequence 2420 from Patent WO0200928. 
Length = 9060 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 200 ttttatttcgtttttgtttt 219 

IIMIIIMIIIIIIIIIII 

Sbjct: 6726 ttttatttcgtttttgtttt 6745 



>EM PAT: AX345076 AX345076.1 Sequence 147 from Patent WO0200928. 
Length = 8395 

Score = 40.1 bits (20), Expect =1.4 
Identities = 23/24 (95%) 
Strand = Plus / Plus 



Query: 199 tttttatttcgtttttgttttgat 222 

llllllllllllllll lllllll 
Sbjct: 138 tttttatttcgtttttattttgat 161 
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>EM PAT: AX344 553 AX344 553.1 Sequence 4 from Patent WO0200932. 
Length = 349980 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 {100%) 
Strand = Plus / Plus 

Query: 199 tttttatttcgtttttgttt 218 

Illlllllllllllllllll 
Sbjct: 60756 tttttatttcgtttttgttt 60775 

>EM PAT: AX339174 AX339174.1 Sequence 41 from Patent WO0176451. 
Length = 5857 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 23/24 (95%) 
Strand = Plus / Plus 

Query: 199 tttttatttcgtttttgttttgat 222 

llllllllllllllll lllllll 
Sbjct: 2205 tttttatttcgtttttattttgat 2228 

>EM PAT: AX251756 AX251756.1 Sequence 17 from Patent WO0168911. 
Length = 5150 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 23/24 (95%) 
Strand = Plus / Plus 

Query: 197 tgtttttatttcgtttttgttttg 220 

IIIIIIIIIIIIIMIII IIIM 
Sbjct: 4964 tgtttttatttcgttttttttttg 4987 

>EM_OV : AL935306 AL935306 . 6 Zebrafish DNA sequence from clone DKEY-6509 
Length = 207183 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 412 atctttgtattgtccacatt 431 

Illlllllllllllllllll 
Sbjct: 178746 atctttgtattgtccacatt 178765 

>EM_ MUS : AL808105 AL808105.15 Mouse DNA sequence from clone RP23-22G24 on chromosome 4 
Length = 252003 

Score = 40.1 bits (20), Expect = 1.4 
Identities ^ 20/20 (100%) 
Strand ~ Plus / Minus 

Query: 362 caaacacataagtgtgtgtg 381 

Illlllllllllllllllll 
Sbjct: 187850 caaacacataagtgtgtgtg 187831 

>EM MUS: AL807804 AL807804.16 Mouse DNA sequence from clone RP23-134H12 on chromosome 4 
Length = 20674 8 



Score = 40.1 bits (20), Expect = 1.4 
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Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 374 tgtgtgtgttttgtatacac 393 

IIMIIIIIIIIIIIIIIII 

Sbjct: 128958 tgtgtgtgttttgtatacac 128939 

>EM MUS: AC123922 AC123922.3 Mus musculus chromosome 1 clone RP24-198D1, complete 
sequence . 

Length = 163727 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 365 acacataagtgtgtgtgttt 384 

IIMIIIIIIIIIIIIIIII 

Sbjct: 140277 acacataagtgtgtgtgttt 140258 

>EM MUS: AC122198 AC122198.2 Mus musculus chromosome 1 clone RP23-56F12, complete 
sequence . 
Length = 180386 

Score =40.1 bits (20), Expect ~ 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 365 acacataagtgtgtgtgttt 384 

llllllllllllllllllll 
Sbjct: 41655 acacataagtgtgtgtgttt 41636 

>EM INV: CEY17G7B AL023828.1 Caenorhabditis elegans YAC Y17G7B 
Length = 143092 

Score =40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Minus 

Query: 302 tgattttcaaacttttaaaa 321 

llllllllllllllllllll 
Sbjct: 89119 tgattttcaaacttttaaaa 89100 

>EM_INV: AE003548 AE003548.3 Drosophila melanogaster chromosome 3L, section 37 of 83 of 
the 

complete sequence. 
Length = 24414 0 

Score = 40.1 bits (20), Expect = 1.4 
Identities = 20/20 (100%) 
Strand = Plus / Plus 

Query: 304 attttcaaacttttaaaatt 323 

llllllllllllllllllll 
Sbjct: 153051 attttcaaacttttaaaatt 153070 

>EM_INV: AC010558 AC010558.4 Drosophila melanogaster 3L BAC RPCI98-1K9 (Roswell Park 
Cancer 

Institute Drosophila BAC Library) complete sequence. 
Length = 170356 

Score = 40.1 bits (20), Expect = 1.4 
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Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 304 attttcaaacttttaaaatt 323 

iiiiiiMiniMiiiiii 

Sbjct: 141766 attttcaaacttttaaaatt 141785 



Database : etnbl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 



Matrix: blastn matrix:! -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 3,718,759 

Number of Sequences: 2705345 

Number of extensions: 3718759 

Number of successful extensions: 273381 

Number of sequences better than 10.0: 208 

length of query: 435 

length of database: 4,161,295,712 

effective HSP length: 2 0 

effective length of query: 415 

effective length of database: 4,107,188,812 

effective search space: 1704483356980 

effective search space used: 1704483356980 

T: 0 

A: 0 

XI: 6 {11.9 bits) 
X2: 15 (29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 
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SEQ ID 4 Alignment 



CLUSTAL W (1.83) multiple sequence alignment 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GCGGCCGCACTCAGCGCCACGCGTCGAAAGCGCAGGCCCCGAGGACCCGCCGCACTGACA 

GCGGCCGCACTCAGCGCCACGCGTCGAAAGCGCAGGCCCCGAGGACCCGCCGCACTGACA 
GCGGCCGCACTCAGCGCCACGCGTCGAAAGCGCAGGCCCCGAGGACCCGCCGCACTGACA 



-ACTCGGTGCGCCTTCCGCGGACCGGGCGACCCAG 
-ACTCGGTGCGCCTTCCGCGGACCGGGCGACCCAG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GTATGAGCCGCACAGCCTACACGGTGGGAGCCCTGCTTCTCCTCTTGGGGACCCTGCTGC 

GTATGAGCCGCACAGCCTACACGGTGGGAGCCCTGCTTCTCCTCTTGGGGACCCTGCTGC 
GTATGAGCCGCACAGCCTACACGGTGGGAGCCCTGCTTCTCCTCTTGGGGACCCTGCTGC 

TGCACGGCCGCCGCGTCACTCTCGGTCCCGCTGACCCCGCGCCGAGCCCCGGCGGCTCTG 
TGCACGGCCGCCGCGTCACTCTCGGTCCCGCTGACCCCGCGCCGAGCCCCGGCGGCTCTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CGGCTGCTGAAGGGAAAAAGAAAGGGTCCCAAGGTGCCATCCCCCCGCCAGACAAGGCCC 



CGGCTGCTGAAGGGAAAAAGAAAGGGTCCCAAGGTGCCATCCCCCCGCCAGACAAGGCCC 
CGGCTGCTGAAGGGAAAAAGAAAGGGTCCCAAGGTGCCATCCCCCCGCCAGACAAGGCCC 



GCCGCGGCCGCACTCAGCGCCACGCGTCGAAAGCGCAGGCCCCGAGGACCCGCCGCACTG 
GCCGCGGCCGCACTCAGCGCCACGCGTCGAAAGCGCAGGCCCCGAGGACCCGCCGCACTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AGCACAATGACTCAGAGCAGACTCAGTCGCCCCAGCAGCCTGGCTCCAGGAACCGGGGGC 

AGCACAATGACTCAGAGCAGACTCAGTCGCCCCAGCAGCCTGGCTCCAGGAACCGGGGGC 
AGCACAATGACTCAGAGCAGACTCAGTCGCCCCAGCAGCCTGGCTCCAGGAACCGGGGGC 

ACAGTATGAGCCGCACAGCCTACACGGTGGGAGCCCTGCTTCTCCTCTTGGGGACCCTGC 
ACAGTATGAGCCGCACAGCCTACACGGTGGGAGCCCTGC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GGGGCCAAGGGCGGGGCACTGCCATGCCCGGGGAGGAGGTGCTGGAGTCCAGCCAAGAGG 

GGGGCCAAGGGCGGGGCACTGCCATGCCCGGGGAGGAGGTGCTGGAGTCCAGCCAAGAGG 
GGGGCCAAGGGCGGGGCACTGCCATGCCCGGGGAGGAGGTGCTGGAGTCCAGCCAAGAGG 

TGCCGGCTGCTGAAGGGAAAAAGAAAGGGTCCCAAGGTGCCATCCCCCCGCCAGACAAGG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 



CCCTGCATGTGACGGAGCGCAAATACCTGAAGCGAGACTGGTGCAAAACCCAGCCGCTTA 

CCCTGCATGTGACGGAGCGCAAATACCTGAAGCGAGACTGGTGCAAAACCCAGCCGCTTA 
CCCTGCATGTGACGGAGCGCAAATACCTGAAGCGAGACTGGTGCAAAACCCAGCCGCTTA 
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AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CCCTGCATGTGACGGAGCGCAAATACCTGAAGCGAGACTGGTGCAAAACCCAGCCGCTTA 
ATGTGACGGAGCGCAAATACCTGAAGCGAGACTGGTGCAAAACCCAGCCGCTTA 

AGCAGACCATCCACGAGGAAGGCTGCAACAGTCGCACCATCATCAACCGCTTCTGTTACG 

AGCAGACCATCCACGAGGAAGGCTGCAACAGTCGCACCATCATCAACCGCTTCTGTTACG 
AGCAGACCATCCACGAGGAAGGCTGCAACAGTCGCACCATCATCAACCGCTTCTGTTACG 

AGCAGACCATCCACGAGGAAGGCTGCAACAGTCGCACCATCATCAACCGCTTCTGTTACG 
AGCAGACCATCCACGAGGAAGGCTGCAACAGTCGCACCATCATCAACCGCTTCTGTTACG 

GCCAGTGCAACTCTTTCTACATCCCCAGGCACATCCGGAAGGAGGAAGGTTCCTTTCAGT 

GCCAGTGCAACTCTTTCTACATCCCCAGGCACATCCGGAAGGAGGAAGGTTCCTTTCAGT 
GCCAGTGCAACTCTTTCTACATCCCCAGGCACATCCGGAAGGAGGAAGGTTCCTTTCAGT 

GCCAGTGCAACTCTTTCTACATCCCCAGGCACATCCGGAAGGAGGAAGGTTCCTTTCAGT 
GCCAGTGCAACTCTTTCTACATCCCCAGGCACATCCGGAAGGAGGAAGGTTCCTTTCAGT 

CCTGCTCCTTCTGCAAGCCCAAGAAATTCACTACCATGATGGTCACACTCAACTGCCCTG 

CCTGCTCCTTCTGCAAGCCCAAGAAATTCACTACCATGATGGTCACACTCAACTGCCCTG 
CCTGCTCCTTCTGCAAGCCCAAGAAATTCACTACCATGATGGTCACACTCAACTGCCCTG 

CCTGCTCCTTCTGCAAGCCCAAGAAATTCACTACCATGATGGTCACACTCAACTGCCCTG 
CCTGCTCCTTCTGCAAGCCCAAGAAATTCACTACCATGATGGTCACACTCAACTGCCCTG 

AACTACAGCCACCTACCAAGAAGAAGAGAGTCACACGTGTGAAGCAGTGTCGTTGCATAT 

AACTACAGCCACCTACCAAGAAGAAGAGAGTCACACGTGTGAAGCAGTGTCGTTGCATAT 
AACTACAGCCACCTACCAAGMGAAGAGAGTCACACGTGTGAAGCAGTGTCGTTGCATAT 

AACTACAGCCACCTACCAAGAAGAAGAGAGTCACACGTGTGAAGCAGTGTCGTTGCATAT 
AACTACAGCCACCTACCAAGAAGAAGAGAGTCACACGTGTGAAGCAGTGTCGTTGCATAT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CCATCGATTTGGATTAAGCCAAATCCAGGTGCACCCAGCATGTCCTAGGAATGCAGCCCC 

CCATCGATTTGGATTAAGCCAAATCCAGGTGCACCCAGCATGTCCTAGGAATGCAGCCCC 
CCATCGATTTGGATTAAGCCAAATCCAGGTGCACCCAGCATGTCCTAGGAATGCAGCCCC 

CCATCGATTTGGATTAAGCCAAATCCAGGTGCACCCAGCATGTCCTAGGAATGCAGACCC 
CCATCGATTTGGATTAAGCCAAATCCAGGTGCACCCAGCATGTCCTAGGAATGCAGCCCC 



AX5 7 8 0 3 2 AGGAAGTCCCAGACCTAAAACAACCAGATTCTTACTTGGCTTAAACCTAGAGGCCAGAAG 

IR0265368 

AXO 3 4 3 7 1 AGGAAGTCCCAGACCTAAAACAACCAGATTCTTACTTGGCTTAAACCTAGAGGCCAGAAG 

AFl 1 0 1 3 7 AGGAAGTCCCAGACCTAAAACAACCAGATTCTTACTTGGCTTAAACCTAGAGGCCAGAAG 



f 
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IR0324951 

AKO 95890 AGGAAGTCCCAGACCTAAAACAACCAGATTCTTACTTGGCTTAAACCTAGAGGCCAGAAG 

AKO 9 5 9 7 2 AGGAAGTCCCAGACCTAAAACAACCAGATTCTTACTTGGCTTAAACCTAGAGGCCAGAAG 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AACCCCCAGCTGCCTCCTGGCAGGAGCCTGCTTGTGCGTAGTTCGTGTGCATGAGTGTGG 

AACCCCCAGCTGCCTCCTGGCAGGAGCCTGCTTGTGCGTAGTTCGTGTGCATGAGTGTGG 
AACCCCCAGCTGCCTCCTGGCAGGAGCCTGCTTGTGCGTAGTTCGTGTGCATGAGTGTGG 

AACCCCCAGCTGCCTCCTGGCAGGAGCCTGCTTGTGCGTAGTTCGTGTGCATGAGTGTGG 
AACCCCCAGCTGCCTCCTGGCAGGAGCCTGCTTGTGCGTAGTTCGTGTGCATGAGTGTGG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ATGGGTGCCTGTGGGTGTTTTTAGACACCAGAGAAAACACAGTCTCTGCTAGAGAGCACT 

ATGGGTGCCTGTGGGTGTTTTTAGACACCAGAGAAAACACAGTCTCTGCTAGAGAGCACT 
ATGGGTGCCTGTGGGTGTTTTTAGACACCAGAGAA/y^CACAGTCTCTGCTAGAGAGCACT 

ATGGGTGCCTGTGGGTGTTTTTAGACACCAGAGAAAACACAGTCTCTGCTAGAGAGCACT 
ATGGGTGCCTGTGGGTGTTTTTAGACACCAGAGAAAACACAGTCTCTGCTAGAGAGCACT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CCCTATTTTGTAAACATATCTGCTTTAATGGGGATGTACCAGAAACCCACCTCACCCCGG 

CCCTATTTTGTAAACATATCTGCTTTAATGGGGATGTACCAGAAACCCACCTCACCCCGG 
CCCTATTTTGTAAACATATCTGCTTTAATGGGGATGTACCAGAAACCCACCTCACCCCGG 

TCCTATTTTGTAAACCTATCTGCTTTAATGGGGATGTACCAGAAACCCACCTCACCCCGG 
TCCTATTTTGTAAACCTATCTGCTTTAATGGGGATGTACCAGAAACCCACCTCACCCCGG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CTCACATCTAAAGGGGCGGGGCCGTGGTCTGGTTCTGACTTTGTGTTTTTGTGCCCTCCT 



CTCACATCTAAAGGGGCGGGGCCGTGGTCTGGTTCTGACTTTGTGTTTTTGTGCCCTCCT 
CTCACATCTAAAGGGGCGGGGCCGTGGTCTGGTTCTGACTTTGTGTTTTTGTGCCCTCCT 



CTCACATCTAAAGGGGCGGGGCCGTGGTCTGGTTCTGACTTTGTGTTTTTGTGCCCTCCT 
CTCACATCTAAAGGGGCGGGGCCGTGGTCTGGTTCTGACTTTGTGTTTTTGTGCCCTCCT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GGGGACCAGAATCTCCTTTCGGAATGAATGTTCATGGAAGAGGCTCCTCTGAGGGCAAGA 

GGGGACCAGAATCTCCTTTCGGAATGAATGTTCATGGAAGAGGCTCCTCTGAGGGCAAGA 
GGGGACCAGAATCTCCTTTCGGAATGAATGTTCATGGAAGAGGCTCCTCTGAGGGCAAGA 

GGGGACCAGAATCTCCTTTCGGAATGAATGTTCATGGAAGAGGCTCCTCTGAGGGCAAGA 
GGGGACCAGAATCTCCTTTCGGAATGAATGTTCATGGAAGAGGCTCCTCTGAGGGCAAGA 



AX578032 

IR0265368 

AX034371 



GACCTGTTTTAGTGCTGCATTCGACATGGAAAAGTCCTTTTAACCTGTGCTTGCATCCTC 



GACCTGTTTTAGTGCTGCATTCGACATGGAAAAGTCCTTTTAACCTGTGCTTGCATCCTC 
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AF110137 GACCTGTTTTAGTGCTGCATTCGACATGGT^AAAGTCCTTTTAACCTGTGCTTGCATCCTC 

IR0324951 

AKO 95890 GACCTGTTTTAGTGCTGCATTCGACATGGAAAAGTCCTTTTAACCTGTGCTTGCATCCTC 

AKO 95972 GACCTGTTTTAGTGCTGCATTCGACATGGAAAAGTCCTTTTAACCTGTGCTTGCATCCTC 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CTTTCCTCCTCCTCCTCACAATCCATCTCTTCTTAAGTTGATAGTGACTATGTCAGTCTA 

CTTTCCTCCTCCTCCTCACAATCCATCTCTTCTTAAGTTGATAGTGACTATGTCAGTCTA 
CTTTCCTCCTCCTCCTCACAATCCATCTCTTCTTAAGTTGATAGTGACTATGTCAGTCTA 

CTTTCCTCCTCCTCCTCACAATCCATCTCTTCTTAAGTTGACAGTGACTATGTCAGTCTA 
CTTTCCTCCTCCTCCTCACAATCCATCTCTTCTTAAGTTGACAGTGACTATGTCAGTCTA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ATCTCTTGTTTGCCAAGGTTCCTAAATTAATTCACTTAACCATGATGCAAATGTTTTTCA 

ATCTCTTGTTTGCCAAGGTTCCTAAATTAATTCACTTAACCATGATGCAAATGTTTTTCA 
ATCTCTTGTTTGCCAAGGTTCCTAAATTAATTCACTTAACCATGATGCAAATGTTTTTCA 

ACCTCTTGTTTGCCAGGGTTCCTAAATTAATTCACTTAACCATGATGCAAATGTTTTTCA 
ATCTCTTGTTTGCCAGGGTTCCTAAATTAATTCACTTAACCATGATGCAAATGTTTTTCA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TTTTGTGAAGACCCTCCAGACTCTGGGAGAGGCTGGTGTGGGCAAGGACAAGCAGGATAG 

TTTTGTGAAGACCCTCCAGACTCTGGGAGAGGCTGGTGTGGGCAAGGACAAGCAGGATAG 
TTTTGTGAAGACCCTCCAGACTCTGGGAGAGGCTGGTGTGGGCAAGGACAAGCAGGATAG 

TTTTGTGAAGACCCTCCAGACTCTGGGAGAGGCTGGTGTGGGCAAGGACAAGCAGGATAG 
TTTTGTGAAGACCCTCCAGACTCTGGGAGAGGCTGGTGTGGGCAAGGACAAGCAGGATAG 



AX5 7 8 0 3 2 TGGAGTGAGAAAGGGAGGGTGGAGGGTGAGGCCAAATCAGGTCCAGCAAAAGTCAGTAGG 

IR0265368 

AXO 3 4 3 7 1 TGGAGTGAGAAAGGGAGGGTGGAGGGTGAGGCCAAATCAGGTCC7VGCAAAAGTCAGTAGG 

AF 1 1 0 1 3 7 TGGAGTGAGAAAGGGAGGGTGGAGGGTGAGGCCAAATCAGGTCCAGCAAAAGTCAGTAGG 

IR0324951 AAAGTCAGTAGG 

AKO 9 5 8 9 0 TGGAGTGAGAAAGGGAGGGTGGAGGGTGAGGCCAAATCAGGTCCAGCAAAAGTCAGTAGG 

AKO 95972 TGGAGTGAGAAAGGGAGGGTGGAGGGTGAGGCCAAATCAGGTCCAGCAAAAGTCAGTAGG 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GACATTGCAGAAGCTTGAAAGGCCAATACCAGAACACAGGCTGATGCTTCTGAGAAAGTC 

GACATTGCAGAAGCTTGAAAGGCCAATACCAGAACACAGGCTGATGCTTCTGAGAAAGTC 
GACATTGCAGAAGCTTGAAAGGCCAATACCAGAACACAGGCTGATGCTTCTGAGAAAGTC 
GACATTGCAGAAGCTTGAAAGGCCAATACCAGAACACAGGCTGATGCTTCTGAGAAAGTC 
GACATTGCAGAAGCTTGAAAGGCCAATACCAGAACACAGGCTGATGCTTCTGAGAAAGTC 
GACATTGCAGAAGCTTGAAAGGCCAATACCAGAACACAGGCTGATGCTTCTGAGAAAGTC 



AX578032 
IR0265368 



TTTTCCTAGTATTTAACAGAACCCAAGTGAACAGAGGAGAAATGAGATTGCCAGAAAGTG 
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AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TTTTCCTAGTATTTAACAGAACCCAAGTGAACAGAGGAGAAATGAGATTGCCAGAAAGTG 
TTTTCCTAGTATTTAACAGAACCCAAGTGAACAGAGGAGAAATGAGATTGCCAGAAAGTG 
TTTTCCTAGTATTTAACAGAACCCAAGTGAACAGAGGAGAAATGAGATTGCCAGAAAGTG 
TTTTCCTAGTATTTAACAGAACCCAAGTGAACAGAGGAGAAATGAGATTGCCAGAAAGTG 
TTTTCCTAGTATTTAACAGAACCCAAGTGAACAGAGGAGAAATGAGATTGCCAGAAAGTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ATTAACTTTGGCCGTTGCAATCTGCTCAAACCTAACACCAAACTGAAAACATAAATACTG 

ATTAACTTTGGCCGTTGCAATCTGCTCAAACCTAACACCAAACTGAAAACATAAATACTG 
ATTAACTTTGGCCGTTGCAATCTGCTCAAACCTAACACCAAACTGAAAACATAAATACTG 
ATTAACTTTGGCCGTTGCT^TCTGCTCAAACCTAACACCAAACTGAAAACATAAATACTG 
ATTAACTTTGGCCGTTGCAATCTGCTCAAACCTAACACCAAACTGAAAACATAAATACTG 
ATTAACTTTGGCCGTTGCAATCTGCTCAAACCTAACACCAAACTGAAAACATAAATACTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ACCACTCCTATGTTCGGACCCAAGCAAGTTAGCTAAACCAAACCAACTCCTCTGCTTTGT 

ACCACTCCTATGTTCGGACCCAAGCAAGTTAGCTAAACCAAACCAACTCCTCTGCTTTGT 
ACCACTCCTATGTTCGGACCCAAGCAAGTTAGCTAAACCAAACCAACTCCTCTGCTTTGT 
ACCACTCCTATGTTCGGACCCAAGCAAGTTAGCTAAACCAAACCAACTCCTCTGCTTTGT 
ACCACTCCTATGTTCGGACCCAAGCAAGTTAGCTAAACCAAACCAACTCCTCTGCTTTGT 
ACCACTCCTATGTTCGGACCCAAGCAAGTTAGCTAAACCAAACCAACTCCTCTGCTTTGT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CCCTCAGGTGGAAAAGAGAGGTAGTTTAGAACTCTCTGCATAGGGGTGGGAATTAATCAA 

CCCTCAGGTGGAAAAGAGAGGTAGTTTAGAACTCTCTGCATAGGGGTGGGAATTAATCAA 
CCCTCAGGTGGAAAAGAGAGGTAGTTTAGAACTCTCTGCATAGGGGTGGGAATTAATCAA 
CCCTCAGGTGGAAAAGAGAGGTAGTTTAGAACTCTCTGCATAGGGGTGGGAATTAATCAA 
CCCTCAGGTGGAAAAGAGAGGTAGTTTAGAACTCTCTGCATAGGGGTGGGAATTAATCAA 
CCCTCAGGTGGAAAAGAGAGGTAGTTTAGAACTCTCTGCATAGGGGTGGGAATTAATCAA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AAACCKCAGAGGCTGAAATTCCTAATACCTTTCCTTTATCGTGGTTATAGTCAGCTCATT 

AAACCKCAGAGGCTGAAATTCCTAATACCTTTCCTTTATCGTGGTTATAGTCAGCTCATT 
AAACCKCAGAGGCTGAAATTCCTAATACCTTTCCTTTATCGTGGTTATAGTCAGCTCATT 
AAACCTCAGAGGCTGAAATTCCTAATACCTTTCCTTTATCGTGGTTATAGTCAGCTCATT 
AAACCTCAGAGGCTGAAATTCCTAATACCTTTCCTTTATCGTGGTTATAGTCAGCTCATT 
AAACCTCAGAGGCTGAAATTCCTAATACCTTTCCTTTATCGTGGTTATAGTCAGCTCATT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TCCATTCCACTATTTCCCATAATGCTTCTGAGAGCCACTAACTTGATTGATAAAGATCCT 

TCCATTCCACTATTTCCCATAATGCTTCTGAGAGCCACTAACTTGATTGATAAAGATCCT 
TCCATTCCACTATTTCCCATAATGCTTCTGAGAGCCACTAACTTGATTGATAAAGATCCT 
TCCATTCCACTATTTCCCATAATGCTTCTGAGAGCCACTAACTTGATTGATAAAGATCCT 
TCCATTCCACTATTTCCCATAATGCTTCTGAGAGCCACTAACTTGATTGATAAAGATCCT 
TCCATTCCACTATTTCCCATAATGCTTCTGAGAGCCACTAACTTGATTGATAAAGATCCT 



AX578032 



GCCTCTGCTGAGTGTACCTGACAGTAAGTCTAAAGATGARAGAGTTTAGGGACTACTCTG 
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IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GCCTCTGCTGAGTGTACCTGACAGTAAGTCTAAAGATGARAGAGTTTAGGGACTACTCTG 
GCCTCTGCTGAGTGTACCTGACAGTAAGTCTAAAGATGARAGAGTTTAGGGACTACTCTG 
GCCTCTGCTGAGTGTACCTGACAGTAGTCT--AAGATGAGAGAGTTTAGGGACTACTCTG 
GCCTCTGCTGAGTGTACCTGACAGTAGTCT--AAGATGAGAGAGTTTAGGGACTACTCTG 
GCCTCTGCTGAGTGTACCTGACAGTAGTCT--AAGATGAGAGAGTTTAGGGACTACTCTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TTTTAGCAAGARATATTKTGGGGGTCTTTTTGTTTTAACTATTGTCAGGAGATTGGGCTA 

TTTTAGCAAGARATATTKTGGGGGTCTTTTTGTTTTAACTATTGTCAGGAGATTGGGCTA 
TTTTAGCAAGARATATTKTGGGGGTCTTTTTGTTTTAACTATTGTCAG6AGATTGGGCTA 
TTTTAGCAAGAGATATTTTGGGGGTCTTTTTGTTTTAACTATTGTCAGGAGATTGGGCTA 
TTTTAGCAAGAGATATTTTGGGGGTCTTTTTGTTTTAACTATTGTCAGGAGATTGGGCTA 
TTTTAGCAAGAGATATTTTGGGGGTCTTTTTGTTTTAACTATTGTCAGGAGATTGGGCTA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



RAGAGAAGACGACGAGAGTAAGGAAATAAAGGGRATTGCCTCTGGCTAGAGAGTAAGTTA 

RAGAGAAGACGACGAGAGTAAGGAAATAAAGGGRATTGCCTCTGGCTAGAGAGTAAGTTA 
RAGAGAAGACGACGAGAGTAAGGAAATAAAGGGRATTGCCTCTGGCTAGAGAGTAAGTTA 
AAGAGAAGACGACGAGAGTAAGGAAATAAAGGGAATTGCCTCTGGCTAGAGAGTA-GTTA 
AAGAGAAGACGACGAGAGTAAGGAAATAAAGGGAATTGCCTCTGGCTAGAGAGTA-GTTA 
AAGAGAAGACGACGAGAGTAAGGAAATAAAGGGAATTGCCTCTGGCTAGAGAGTA-GTTA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GGTGTTAATACCTGGTAGAAATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 
GGTGTTAATACCTGGTAGAGATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 
GGTGTTAATACCTGGTAGAAATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 
GGTGTTAATACCTGGTAGAAATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 
GGTGTTAATACCTGGTAGAGATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 
GGTGTTAATACCTGGTAGAGATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 
GGTGTTAATACCTGGTAGAGATGTAAGGGATATGACCTCCCTTTCTTTATGTGCTCACTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 
AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 
AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 
AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 
AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 
AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 
AGGATCTGAGGGGACCCTGTTAGGAGAGCATAGCATCATGATGTATTAGCTGTTCATCTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
CTACTGGTTGGATGGACATAACTATTGTAACTATTCAGTATTTACTGGTAGGCACTGTCC 
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AX5 7 8 0 3 2 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

IR0265368 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AXO 34 3 71 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AF110137 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

I ROB 24 951 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AKO 95890 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AKO 95972 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AX034342 

SEQID4 

G36759 GTGC 



AXS 7 8 0 3 2 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA - GCCTGAG 

IR0265368 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA - GCCTGAG 

AXO 34371 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA- GCCTGAG 

AFl 10137 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA- GCCTGAG 

IR03249S1 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA- GCCTGAG 

AKO 95890 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA- GCCTGAG 

AKO 95972 AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA- GCCTGAG 

AXO 34342 GTACTTTGGATTTGGTTAACCTGTTTTCTTCAA- GCCTGAG 

SEQID4 GTACTTTGGATTTGGTTAACCTGTTTTCTTCAA - GCCTGAG 

G3 6 7 5 9 TTAATTAA - - ATCCACTCTGTGCTTTATTGTTGGAGAATGTGGACAATACAAAGATTTGG 

■k-k **** -k-k itk * k*k k * -k 

AXS 78032 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

IR02 65368 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

AXO 3 4 3 7 1 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

AFl 10137 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

I R03 24951 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

AKO 95890 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

AKO 95972 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

AXO 3 4 3 4 2 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

SEQID4 GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 

G36759 GGTGGGGTCATACAGTGTATACAAAACACACACACTATGTGTTTGGACAAATTC- - -GCC 
** ******* * *** * * ** ** *** 
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AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
TAG - CGTGAGAATCATCAGTAGTGAGT - TTAAAAGTTTGAAAATCAGAC CCAACA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
TTTTGGGTGTTTAAAATATCTCCCGCCTTGAAATG - -GCTCCTGTTTAGTTGTTAGATGG 
* *** * * * ** * ** ** * * * * * *** *** ** * * 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ATCCAGTGCTCTCCCATC - TAACAACTAAACAGGAGC - - CATTTCAAGGCGGGAGATATT 



ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC ■ 



TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 



- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 



GAG-AGCACTGGATCAAAACAAAAACGAAATAAAAACAGCTTCTCGAGTTGCAAGGGTTC 



** *** *** 



* * ** 
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AX5 7 8 0 3 2 TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA- CTCACTACTGATGATT 

IR0265368 TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 

AXO 3 4 3 7 1 TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 

AF11013 7 TTAAACACCCAAAATG -TTGGGTCTGATTTTCAAACTTTTAAA -CTCACTACTGATGATT 

IR03 24 951 TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 

AKO 9 5 8 9 0 TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 

AKO 9 5 9 7 2 TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 

AXO 34 34 2 TTAAACACCCAAAATGGTTGGGTCTGATTTTCAAACTTTTAAAATTCACTACTGATGATT 

SEQID4 TTAAACACCCAAAATGGTTGGGTCTGATTTTCAAACTTTTAAAATTCACTACTGATGATT 

G3 6 7 5 9 TCTGAATGCCAGAGCC - TTCGATCGGCAACTNAA- - TCTCAAG - - TCTGCAGTGTTTGTT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CTGCACGCTAAGGCGAATTTGGTCCAAACACATAAGTGTGTGTGTTTTGTATACACTGTA 
CTGCACGCTAAGGCGAATTTGGTCCAAACACATAAGTGTGTGTGTTTTGTATACACTGTA 
TTCCATATTACATAGGACTTGGGCTAGGAGGCTG--AGAAGATACAAGGCAAAAAGAGTA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 
TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 
TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 
TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 
TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 
TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 
TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAATGGAT 

TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCC 

TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCC 

X TCAGGGAGTTTTGTANATAA 

* * * ****** 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TTAATTAAGCACACAAATGCTAAGGCAGAATTTTGAGGGTGGGAGAGAAGAAAAGGGAAA 
TTAATTAAGCACACAAATGCTAAGGCAGAATTTTGAGGGTGGGAGAGAAGAAAAGGGAAA 
TTAATTAAGCACACAAATGCTAAGGCAGAATTTTGAGGGTGGGAGAGAAGAAAAGGGAAA 
TTAATTAAGCACACAAATGCTAAGGCAGAATTTTGAGGGTGGGAGAGAAGAAAAGGGAAA 

TTAATTAAGCCCAAAAAAAAAAAAAAAAAAAAAAAAAA 

TTAATTAAGCACACAAATGCTAAGGCAGAATTTTGAGGGTGGGAGAG 

TTAATTAAGCACACAAATGCTAAGGCAGAATTTTGAGGGTGGGAGAGAAGAAAAGGGAAA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GAAGCTGAAAATGTAAAACCACACCAGGGAGGAAAAATGACATTCAGAACCAGCAAACAC 
GAAGCTGAAAATGTAAAACCACACCAGGGAGGAAAAATGACATTCAGAACCAGCAAACAC 
GAAGCTGAAAATGTAAAACCACACCAGGGAGGAAAAATGACATTCAGAACCAGCAAACAC 
GAAGCTGAAAATGTAAAACCACACCAGGGAGGAAAAATGACATTCAGAACCAGCAAACAC 



GAAGCTGAAAATGTAAAACCACACCAGGGAGGAAAAATGACATTCAGAACCAGCAAACAC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TGAATTTCTCTTGTTGTTTTAACTCTGCCACAAGAATGCAATTTCGTTAATGGAGATGAC 
TGAATTTCTCTTGTTGTTTTAACTCTGCCACAAGAATGCAATTTCGTTAATGGAGATGAC 
TGAATTTCTCTTGTTGTTTTAACTCTGCCACAAGAATGCAATTTCGTTAATGGAGATGAC 
TGAATTTCTCTTGTTGTTTTAACTCTGCCACAAGAATGCAATTTCGTTAATGGAGATGAC 



TGAATTTCTCTTGTTGTTTTAACTCTGCCACAAGAATGCAATTTCGTTAATGGAGATGAC 
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AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TTAAGTTGGCAGCAGTAATCTTCTTTTAGGAGCTTGTACCACAGTCTTGCACATAAGTGC 
TTAAGTTGGCAGCAGTAATCTTCTTTTAGGAGCTTGTACCACAGTCTTGCACATAAGTGC 
TTAAGTTGGCAGCAGTAATCTTCTTTTAGGAGCTTGTACCACAGTCTTGCACATAAGTGC 
TTAAGTTGGCAGCAGTAATCTTCTTTTAGGAGCTTGTACCACAGTCTTGCACATAAGTGC 



TTAAGTTGGCAGCAGTAATCTTCTTTTAGGAGCTTGTACCACAGTCTTGCACATAAGTGC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AGATTTGGCTCAAGTAAAGAGAATTTCCTCAACACTAACTTCACTGGGATAATCAGCAGC 
AGATTTGGCTCAAGTAAAGAGAATTTCCTCAACACTAACTTCACTGGGATAATCAGCAGC 
AGATTTGGCTCAAGTAAAGAGAATTTCCTCAACACTAACTTCACTGGGATAATCAGCAGC 
AGATTTGGCTCAAGTAAAGAGAATTTCCTCAACACTAACTTCACTGGGATAATCAGCAGC 



AGATTTGGCTCAAGTAAAGAGAATTTCCTCAACACTAACTTCACTGGGATAATCAGCAGC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GTAACTACCCTAAAAGCATATCACTAGCCAAAGAGGGAAATATCTGTTCTTCTTACTGTG 
GTAACTACCCTAAAAGCATATCACTAGCCAAAGAGGGAAATATCTGTTCTTCTTACTGTG 
GTAACTACCCTAAAAGCATATCACTAGCCAAAGAGGGAAATATCTGTTCTTCTTACTGTG 
GTAACTACCCTAAAAGCATATCACTAGCCAAAGAGGGAAATATCTGTTCTTCTTACTGTG 



GTAACTACCCTAAAAGCATATCACTAGCCAAAGAGGGAAATATCTGTTCTTCTTACTGTG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CCTATATTAAGACTAGTACAAATGTGGTGTGTCTTCCAACTTTCATTGAAAATGCCATAT 
CCTATATTAAGACTAGTACAAATGTGGTGTGTCTTCCAACTTTCATTGAAAATGCCATAT 
CCTATATTAAGACTAGTACAAATGTGGTGTGTCTTCCAACTTTCATTGAAAATGCCATAT 
CCTATATTAAGACTAGTACAAATGTGGTGTGTCTTCCAACTTTCATTGAAAATGCCATAT 



CCTATATTAAGACTAGTACAAATGTGGTGTGTCTTCCAACTTTCATTGAAAATGCCATAT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CTATACCATATTTTATTCGAGTCACTGATGATGTAATGATATATTTTTTCATTATTATAG 
CTATACCATATTTTATTCGAGTCACTGATGATGTAATGATATATTTTTTCATTATTATAG 
CTATACCATATTTTATTCGAGTCACTGATGATGTAATGATATATTTTTTCATTATTATAG 
CTATACCATATTTTATTCGAGTCACTGATGATGTAATGATATATTTTTTCATTATTATAG 



CTATACCATATTTTATTCGAGTCACTGATGATGTAATGATATATTTTTTCATTATTATAG 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 



TAGAATATTTTTATGGCAAGATATTTGTGGTCTTGATCATACCTATTAAAATAATGCCAA 
TAGAATATTTTTATGGCAAGATATTTGTGGTCTTGATCATACCTATTAAAATAATGCCAA 
TAGAATATTTTTATGGCAAGATATTTGTGGTCTTGATCATACCTATTAAAATAATGCCAA 
TAGAATATTTTTATGGCAAGATATTTGTGGTCTTGATCATACCTATTAAAATAATGCCAA 



TAGAATATTTTTATGGCAAGATATTTGTGGTCTTGATCATACCTATTAAAATT^TGCCAA 
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AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ACACCAAATATGAATTTTATGATGTACACTTTGTGCTTGGCATTAAAAGAAAAAAACACA 
ACACCAAATATGAATTTTATGATGTACACTTTGTGCTTGGCATTAAAAGAAAAAAACACA 
ACACCAAATATGAATTTTATGATGTACACTTTGTGCTTGGCATTAAAAGAAAAAAACACA 
ACACCAAATATGAATTTTATGATGTACACTTTGTGCTTGGCATTAAAAGAAAAAAACACA 



ACACCAAATATGAATTTTATGATGTACACTTTGTGCTTGGCATTAAAAGAAAAAAACAC- 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CATCCTGGAAGTCTGTAAGTTGTTTTTTGTTACTGTAGGTCTTCAAAGTTAAGAGTGTAA 
CATCCTGGAAGTCTGTAAGTTGTTTTTTGTTACTGTAGGTCTTCAAAGTTAAGAGTGTAA 
CATCCTGGAAGTCTGTAAGTTGTTTTTTGTTACTGTAGGTCTTCAAAGTTAAGAGTGTAA 
CATCCTGGAAGTCTGTAAGTTGTTTTTTGTTACTGTAGGTCTTCAAAGTTAAGAGTGTAA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

7^034342 

SEQID4 

G36759 



GTGAAAAATCTGGAGGAGAGGATAATTTCCACTGTGTGGAATGTGAATAGTTAAATGAAA 
GTGAAAAATCTGGAGGAGAGGATAATTTCCACTGTGTGGAATGTGAATAGTTAAATGAAA 
GTGAAAAATCTGGAGGAGAGGATAATTTCCACTGTGTGGAATGTGAATAGTTAAATGAAA 
GTGAAAAATCTGGAGGAGAGGATAATTTCCACTGTGTGGAATGTGAATAGTTAAATGAAA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AGTTATGGTTATTTAATGTAATTATTACTTCAAATCCTTTGGTCACTGTGATTTCAAGCA 
AGTTATGGTTATTTAATGTAATTATTACTTCAAATCCTTTGGTCACTGTGATTTCAAGCA 
AGTTATGGTTATTTAATGTAATTATTACTTCAAATCCTTTGGTCACTGTGATTTCAAGCA 
AGTTATGGTTATTTAATGTAATTATTACTTCAAATCCTTTGGTCACTGTGATTTCAAGCA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TGTTTTCTTTTTCTCCTTTATATGACTTTCTCTGAGTTGGGCAAAGAAGAAGCTGACACA 
TGTTTTCTTTTTCTCCTTTATATGACTTTCTCTGAGTTGGGCAAAGAAGAAACTGACACA 
TGTTTTCTTTTTCTCCTTTATATGACTTTCTCTGAGTTGGGCAAAGAAGAAGCTGACACA 
TGTTTTCTTTTTCTCCTTTATATGACTTTCTCTGAGTTGGGCAAAGAAGAAGCTGACACA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 



CCGTATGTTGTTAGAGTCTTTTATCTGGTCAGGGGAAACAAAATCTTGACCCAGCTGAAC 
CCGTATGTTGTTAGAGTCTTTTATCTGGTCAGGGGAAACAAAATCTTGACCCAGCTGAAC 
CCGTATGTTGTTAGAGTCTTTTATCTGGTCAGGGGAAACAAAATCTTGACCCAGCTGAAC 
CCGTATGTTGTTAGAGTCTTTTATCTGGTCAGGGGAAACAAAATCTTGACCCAGCTGAAC 



SEQID4 
G36759 
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AX034371 
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AK095972 

AX034342 
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ATGTCTTCCTGAGTCAGTGCCTGAATCTTTATTTTTTAAATTGAATGTTCCTTAAAGGTT 
ATGTCTTCCTGAGTCAGTGCCTGAATCTTTATTTTTTAAATTGAATGTTCCTTAAAGGTT 
ATGTCTTCCTGAGTCAGTGCCTGAATCTTTATTTTTTAAATTGAATGTTCCTTAAAGGTT 
ATGTCTTCCTGAGTCAGTGCCTGAATCTTTATTTTTTAAATTGAATGTTCCTTAAAGGTT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AACATTTCTAAAGCAATATTAAGAAAGACTTTAAATGTTATTTTGGAAGACTTACGATGC 
AACATTTCTAAAGCAATATTAAGAAAGACTTTATU^TGTTATTTTGGAAGACTTACGATGC 
AACATTTCTAAAGCAATATTAAGAAAGACTTTAAATGTTATTTTGGAAGACTTACGATGC 
AACATTTCTAAAGCAATATTAAGAAAGACTTTAAATGTTATTTTGGAAGACTTACGATGC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ATGTATACAAACGAATAGCAGATAATGATGACTAGTTCACACATAAAGTCCTTTTAAGGA 
ATGTATACAAACGAATAGCAGATAATGATGACTAGTTCACACATAAAGTCCTTTTAAGGA 
ATGTATACAAACGAATAGCAGATAATGATGACTAGTTCACACATAAAGTCCTTTTAAGGA 
ATGTATACAAACGAATAGCAGATAATGATGACTAGTTCACACATAAAGTCCTTTTAAGGA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GAAAATCTAAAATGAAAAGTGGATAAACAGAACATTTATAAGTGATCAGTTAATGCCTAA 
GAAAATCTAAAATGAAAAGTGGATAAACAGAACATTTATAAGTGATCAGTTAATGCCTAA 
GAAAATCTAAAATGAAAAGTGGATAAACAGAACATTTATAAGTGATCAGTTAATGCCTAA 
GAAAATCTAAAATGAAAAGTGGATAAACAGAACATTTATAAGTGATCAGTTAATGCCTAA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GAGTGAAAGTAGTTCTATTGACATTCCTCAAGATATTTAATATCAACTGCATTATGTATT 
GAGTGAAAGTAGTTCTATTGACATTCCTCAAGATATTTAATATCAACTGCATTATGTATT 
GAGTGAAAGTAGTTCTATTGACATTCCTCAAGATATTTAATATCAACTGCATTATGTATT 
GAGTGAAAGTAGTTCTATTGACATTCCTCAAGATATTTAATATCAACTGCATTATGTATT 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 



ATGTCTGCTTAAATCATTTAAAAACGGCAAAGAATTATATAGACTATGAGGTACCTTGCT 
ATGTCTGCTTAAATCATTTAAAAACGGCAAAGAATTATATAGACTATGAGGTACCTTGCT 
ATGTCTGCTTAAATCATTTAAAAACGGCAAAGAATTATATAGACTATGAGGTACCTTGCT 
ATGTCTGCTTAAATCATTTAAAAACGGCAAAGAATTATATAGACTATGAGGTACCTTGCT 
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AX034342 

SEQID4 

G36759 



AX5 78032 GTGTAGGAGGATGAAAGGGGAGTTGATAGTCTCATAAAACTAATTTGGCTTCAAGTTTCA 

I R02 65368 GTGTAGGAGGATGAAAGGGGAGTTGATAGTCTCATAAT^CTAATTTGGCTTCAAGTTTCA 

AX034371 GTGTAGGAGGATGAAAGGGGAGTTGATAGTCTCATAAAACTAATTTGGCTTCAAGTTTCA 

AF 1 1 0 1 3 7 GTGTAGGAGGATGAAAGGGGAGTTGATAGTCTCATAAAACTAATTTGGCTTCAAGTTTCA 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TGAATCTGTAACTAGAATTTAATTTTCACCCCAATAATGTTCTATATAGCCTTTGCTAAA 
TGAATCTGTAACTAGAATTTAATTTTCACCCCAATAATGTTCTATATAGCCTTTGCTAAA 
TGAATCTGTAACTAGAATTTAATTTTCACCCCAATAATGTTCTATATAGCCTTTGCTAAA 
TGAATCTGTAACTAGAATTTAATTTTCACCCCAATAATGTTCTATATAGCCTTTGCTAAA 



AX5 78032 GAGCAACTAATAAATTAAACCTATTCTTTCAAAAAAAAA 

IR0265368 GAGCAACTAATAAATTAAACCTATTCTTTCAAAAAAAAAAAAAAAAAA 

AXO 34371 GAGCAACTAATAAATTAAACCTATTCTTTCAAAAAAAAA 

API 1 0 1 3 7 GAGCAACTAATAAATTAAACCTATTCTTTCAAAAAAAAA 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



109 



SEQ ID 5 Blast Results 

BLASTN 2.2.4 [Aug-26 -2002] 



Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PS I -BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 



Query== /ebi/extserv/old-work/683232 . 79928-18419 .blastall .a 
form] , 273 bases, 21CC9698 checlcsum. 
(273 letters) 



[Unlcnown 



Database: embl 

2,705,345 sequences; 



4,161,295,712 total letters 



Searching . 



.done 



Sequences producing significant alignments: 



Score E 
(bits) Value 



EM PAT: AX034343 AX034343.1 Sequence 5 from Patent WO0050637. 
EM HUM: AC006461 AC006461.2 Homo sapiens BAG clone RP11-343N14 f r . . 
EM OV: AL845282 AL845282.il Zebrafish DNA sequence from clone DKE.. 
EM_HUM : AC010547 AG010547.9 Homo sapiens chromosome 16 clone RPll . . 
EM_HUM : AC009097 AC009097.9 Homo sapiens chromosome 16 clone RPll . . 
EM MUS: AL662895 AL662895.7 Mouse DNA sequence from clone RP23-34.. 
EM_MUS : AC087417 AC087417.27 Mus musculus chromosome 2 clone rp23.. 
EM HUM: S63697 S63697.1 prepro-melanin- concentrating hormone [hum.. 
EM_HUM : HSDJ543C6 AL109926.9 Human DNA sequence from clone RP4-54.. 
EM HUM: AL732578 AL732578.5 Human DNA sequence from clone RPll-42.. 

3 Homo sapiens 3 BAG RP11-118N24 (Roswe.. 
3 Homo sapiens 3 BAG RP11-12A13 (Roswel . . 
2 Homo sapiens BAG clone RP11-20F13 fro. . 
2 Homo sapiens chromosome 1 clone RPll- . . 
2 Homo sapiens BAG clone RP11-260E12 fr, . 

_ 4 Homo sapiens BAG clone RP13-572K6 fro. . 

EM HUM: AG090960 AC090960.3 Homo sapiens chromosome 3 clone RPll-.. 
EM_HUM : AC090959 AG090959.1 Homo sapiens chromosome 3 clone RPll-.. 



EM HUM: AC140059 AG140059, 
EM_HUM:AC108698 AG108698, 
EM HUM: AC096550 AG096550, 
EM HUM: AC093118 AG093118, 
EM HUM: AC092623 AG092623, 
EM HUM:AG092424 AC092424, 



500 


e- 


-139 


420 


e- 


-115 


42 


0 


22 


40 


0 


86 


40 


0 


86 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


.4 


38 


3 


.4 



>EM PAT: AX034343 AX034343.1 Sequence 5 from Patent WO0050637. 
Length = 273 

Score - 500 bits (252) , Expect = e-139 
Identities = 273/273 (100%) 
Strand = Plus / Plus 



Query: 1 agaagcaatttaggaanccnacagnaaanaaatgctgttttataggagagaaaacacggc 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 agaagcaatttaggaanccnacagnaaanaaatgctgttttataggagagaaaacacggc 60 



Query: 61 acaccaaggttaagtagtttgtagacgatgttgaataggttcaggtacaggtcaatgcag 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 acaccaaggttaagtagtttgtagacgatgttgaataggttcaggtacaggtcaatgcag 120 



Query: 121 tgatgaggaaagcacctangtatacttgacagatagtcccctttgcttaacacccaactc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 121 tgatgaggaaagcacctangtatacttgacagatagtcccctttgcttaacacccaactc 180 



Query: 181 ctccaccctgtgcagtttnncttgtgccagtgatcacaggattcgctgagtgaattacca 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 181 ctccaccctgtgcagtttnncttgtgccagtgatcacaggattcgctgagtgaattacca 240 



Query: 



241 taattggatttaattcacgaaggggatgttttc 273 



no 



I 



lllllllllllllllllllllllllllllllll 

Sbjct: 241 taattggatttaattcacgaaggggatgttttc 273 

>EM_HUM: AC006461 AC006461.2 Homo sapiens BAG clone RP11-343N14 from 2, complete 
sequence . 
Length = 181215 

Score = 420 bits (212) , Expect = e-115 
Identities = 237/245 (96%) , Gaps = 1/245 (0%) 
Strand = Plus / Plus 

Query: 30 aaatgctgttttataggaga-gaaaacacggcacaccaaggttaagtagtttgtagacga 88 

iiiiiiiiiiiiiiiinii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii II 

Sbjct: 75332 aaatgctgttttataggagacgaaaacacggcacaccaaggttaagtagtttgtagatga 75391 
Query: 89 tgttgaataggttcaggtacaggtcaatgcagtgatgaggaaagcacctangtatacttg 14 8 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII lllllllll 

Sbjct: 75392 tgttgaataggttcaggtacaggtcaatgcagtgatgaggaaagcacctaggtatacttg 75451 
Query: 149 acagatagtcccctttgcttaacacccaactcctccaccctgtgcagtttnncttgtgcc 208 

IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII IIIIMII 

Sbjct: 75452 acagatagtcccctttgcttaacacccaactcctccaccctgtgcagtttaacttgtgcc 75511 
Query: 209 agtgatcacaggattcgctgagtgaattaccataattggatttaattcacgaaggggatg 268 

lllllllllllllll III!! Illllllllllllllllllllllllll llllllllll 

Sbjct: 75512 agtgatcacaggatttgctgaatgaattaccataattggatttaattcaggaaggggatg 75571 
Query: 269 ttttc 273 

Hill 

Sbjct: 75572 ttttc 75576 

>EM OV: AL84 5282 AL845282.il Zebrafish DNA sequence from clone DKEY-28P18 in linkage group 
21 

Length = 192865 

Score = 42.1 bits (21), Expect = 0.22 
Identities = 21/21 (100%) 
Strand = Plus / Plus 

Query: 4 9 agaaaacacggcacaccaagg 69 

iiiiiiiiiiiiiiiiiiiii 

Sbjct: 142189 agaaaacacggcacaccaagg 142209 

> EM HUM : ACQ 1 0 5 4 7 AC010547.9 Homo sapiens chromosome 16 clone RP11-510M2, complete 
sequence . 
Length = 183228 

Score - 40.1 bits (20), Expect = 0.86 
Identities = 20/20 (100%) 
Strand - Plus / Plus 

Query: 112 tcaatgcagtgatgaggaaa 131 

IIIIIIIIIIIIMIIIIII 

Sbjct: 147913 tcaatgcagtgatgaggaaa 147932 

>EM_HUM: AC009097 AC009097.9 Homo sapiens chromosome 16 clone RP11-432I5, complete 
sequence . 
Length = 199471 

Score = 40.1 bits (20), Expect = 0.86 



Ill 



I 



Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 112 tcaatgcagtgatgaggaaa 131 

IIIIIIMIIIIIIIIIIII 

Sbjct: 2762 tcaatgcagtgatgaggaaa 2781 



>EM MUS: AL662895 AL662895.7 Mouse DNA sequence from clone RP23-340L19 on chromosome 11 
Length = 214811 

Score = 38,2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 177 actcctccaccctgtgcag 195 

iiiiiiiiiiiiiiiiiii 

Sbjct: 117129 actcctccaccctgtgcag 117147 



>EM MUS: AC087417 AC087417.27 Mus musculus chromosome 2 clone rp23-382bl3 strain 
C57BL/6J, complete sequence. 
Length = 225248 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 162 tttgcttaacacccaactc 180 

IIIIIIIIIIIIIIIIIII 

Sbjct: 37317 tttgcttaacacccaactc 37299 



>EM HUM: S63697 S63697.1 prepro-melanin- concentrating hormone [human, HeLa cell, 
brain. Genomic, 1339 nt] . 
Length = 1339 

Score =38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 39 tttataggagagaaaacac 57 

IIIIIIIIIIIIIIIIIII 

Sbjct: 491 tttataggagagaaaacac 473 



>EM HUM: HSDJ54 3C6 AL109926.9 Human DNA sequence from clone RP4-543C6 on chromosome 
lp31.2-32 .1 
Length = 114298 

Score =38.2 bits (19), Expect =3.4 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 38 ttttataggagagaaaaca 56 

IIIIIIIIIIIIIIIIIII 

Sbjct: 107567 ttttataggagagaaaaca 107585 



>EM HUM: AL732578 AL732578.5 Human DNA sequence from clone RP11-421K1 on chromosome X 
Length = 191318 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Minus 
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Query: 36 tgttttataggagagaaaa 54 

iiiiiiiiiiiiiiiiiii 

Sbjct: 180896 tgttttataggagagaaaa 180878 

>EM HUM: AC140059 AC140059.3 Homo sapiens 3 BAC RP11-118N24 (Roswell Park Cancer 
Institute Human BAC Library) complete sequence. 
Length = 103479 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 231 tgaattaccataattggat 24 9 

IIIIIIIIIIIIIIIIIII 
Sbjct: 72969 tgaattaccataattggat 72951 

>EM _HUM: AC108698 AC108698.3 Homo sapiens 3 BAC RP11-12A13 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence . 
Length = 734 77 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Plus 

Query: 231 tgaattaccataattggat 24 9 

IIIIIIIIIIIIIIIIIII 
Sbjct: 33053 tgaattaccataattggat 33071 

>EM HUM: AC096550 AC096550.2 Homo sapiens BAC clone RP11-20F13 from 2, complete sequence. 
Length = 101034 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Plus 

Query: 171 cacccaactcctccaccct 189 

IIIIIIIIIIIIIIIIIII 

Sbjct: 42227 cacccaactcctccaccct 42245 

>EM_HUM : AC093118 AC093118.2 Homo sapiens chromosome 1 clone RP11-156K6, complete 
sequence . 

Length = 142 816 

Score =38.2 bits (19), Expect =3.4 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 205 tgccagtgatcacaggatt 223 

IIIIMIIIIIIIIIIIII 

Sbjct: 135595 tgccagtgatcacaggatt 135577 

>EM HUM: AC092623 AC092623.2 Homo sapiens BAC clone RP11-260E12 from 2, complete sequence. 
Length = 172344 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 22/23 (95%) 
Strand = Plus / Minus 



Query: 33 tgctgttttataggagagaaaac 55 

iiiiiiiiiiiiii iiiiiiii 
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Sbjct: 132367 tgctgttttataggtgagaaaac 132345 

>EM HUM: AC092424 AC092424.4 Homo sapiens BAG clone RP13-572K6 from 1, complete 
sequence . 
Length = 82435 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Plus 

Query: 104 ggtacaggtcaatgcagtg 122 

iiiiiiiiiiiiiiiiiii 

Sbjct: 2388 ggtacaggtcaatgcagtg 2406 

>EM HUM: AC090960 AC090960.3 Homo sapiens chromosome 3 clone RP11-83E7 map 3p, complete 
sequence . 
Length = 176744 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Plus 

Query: 206 gccagtgatcacaggattc 224 

IIIIIIIIIIIIIIIIIII 

Sbjct: 137716 gccagtgatcacaggattc 137734 

>EM_HUM : AGO 90959 AC090959.1 Homo sapiens chromosome 3 clone RP11-80D24 map 3p, complete 
sequence . 
Length = 163954 

Score = 38.2 bits (19), Expect = 3.4 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 206 gccagtgatcacaggattc 224 

IIIIIIIIIIIIIIIIIII 

Sbjct: 157669 gccagtgatcacaggattc 157651 



Database : embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 945,843 

Number of Sequences: 2705345 

Number of extensions: 945843 

Number of successful extensions: 61774 

Number of sequences better than 10.0: 18 

length of query: 273 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 253 

effective length of database: 4,107,188,812 

effective search space: 1039118769436 
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effective search space used: 1039118769436 
T: 0 
A: 0 

XI: 6 (11.9 bits) 
X2: 15 (29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 
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SEQ ID 5 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 



SEQID5 

AX034343 

AC006461 TGTGTTCTTTTCCTGTTACTAAGGCTTAGTTGTTCTACTCTCCAGGGCTCTCTAAGCAGG 



SEQID5 

AX034343 

AC006461 



AGAAGCAATTTAGGAANCCNACAGNAAANAAATGCTGTTTTATAGGAGA-GAAAAC 

AGAAGCAATTTAGGAANCCNACAGNAAANAAATGCTGTTTTATAGGAGA-GAAAAC 

TAACAGAAGCAATTTAGGAATA- AACAGTGA- GAAATGCTGTTTTATAGGAGACGAAAAC 
**************** **** * ******************** ****** 



SEQID5 

AX034343 

AC006461 



ACGGCACACCAAGGTTAAGTAGTTTGTAGACGATGTTGAATAGGTTCAGGTACAGGTCAA 
ACGGCACACCAAGGTTAAGTAGTTTGTAGACGATGTTGAATAGGTTCAGGTACAGGTCAA 
ACGGCACACCAAGGTTAAGTAGTTTGTAGATGATGTTGAATAGGTTCAGGTACAGGTCAA 
****************************** ***************************** 



SEQID5 

AX034343 

AC006461 



TGCAGTGATGAGGAAAGCACCTANGTATACTTGACAGATAGTCCCCTTTGCTTAACACCC 
TGCAGTGATGAGGAAAGCACCTT^GTATACTTGACAGATAGTCCCCTTTGCTTAACACCC 
TGCAGTGATGAGGAAAGCACCTAGGTATACTTGACAGATAGTCCCCTTTGCTTAACACCC 
*********************** ************************************ 



SEQID5 

AX034343 

AC006461 



AACTCCTCCACCCTGTGCAGTTTNNCTTGTGCCAGTGATCACAGGATTCGCTGAGTGAAT 
AACTCCTCCACCCTGTGCAGTTTNNCTTGTGCCAGTGATCACAGGATTCGCTGAGTGAAT 
AACTCCTCCACCCTGTGCAGTTTAACTTGTGCCAGTGATCACAGGATTTGCTGAATGAAT 
*********************** *********************** ***** ***** 



SEQID5 

AX034343 

AC006461 



TACCATAATTGGATTTAATTCACGAAGGGGATGTTTTC 

TACCATAATTGGATTTAATTCACGAAGGGGATGTTTTC 

TACCATAATTGGATTTAATTCAGGAAGGGGATGTTTTCTGTACACACCAAACAGGCTGCA 



********************** *************** 
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SEQ ID 6 Blast Results 

BLASTN 2.2.4 [Aug-26 -2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J, Lipman (1997), 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= /ebi/extserv/old-work/306466 . 8993-18461 .blastall . a [Unknown 
form] , 309 bases, F690A119 checksum. 
(309 letters) 

Database: embl 

2,705,345 sequences; 4,161,295,712 total letters 

Searching done 

Score E 

Sequences producing significant alignments: (bits) Value 

EM PAT: AX034344 AX034344.1 Sequence 6 from Patent WO0050637. 613 e-173 

EM HUM: AL449464 AL449464.12 Human DNA sequence from clone RPll-5... 573 e-161 

EM_OV : AP003796 AP003796.2 Gallus gallus genomic DNA, chromosome ... 42 0.25 

EM_OV : AP003795 AP003795.2 Gallus gallus genomic DNA, chromosome ... 42 0.25 

EM HUM: AL3 53 76 8 AL353768.28 Human DNA sequence from clone RPll-5... 42 0.25 

EM HUM: ACQ 2 3 061 AC023061.4 Homo sapiens chromosome 5 clone RPl-5... 42 0.25 

EM_HUM : AC005178 AC005178.1 Homo sapiens chromosome 5, PI clone 3... 42 0.25 

EM VI : AF208066 AF208066.1 Murine hepatitis virus strain Penn 97-... 40 0.98 

EM VI : AF207902 AF207902.1 Murine hepatitis virus strain ML-11 RN. . . 40 0.98 

EM VI : AF201929 AF201929.1 Murine hepatitis virus strain 2, compl . . . 40 0.98 

EM_HUM: HSDJ53A19 AL096819.17 Human DNA sequence from clone RPl-5... 40 0.98 

EM HUM: CNS01DTZ AL132992.4 Human chromosome 14 DNA sequence BAG ... 40 0.98 

EM HUM: AL591062 AL591062 . 8 Human DNA sequence from clone RPll-64... 40 0.98 

EM HUM: AL390029 AL390029.35 Human DNA sequence from clone RPll-5... 40 0.98 

EM HUM: AL139416 AL139416.5 Human DNA sequence from clone RP4-531... 40 0.98 

EM_HUM: AF288393 AF288393.1 Homo sapiens Clorf22 mRNA, complete cds . 40 0.98 

EM_HUM: AC019067 AC019067 . 9 Homo sapiens BAG clone RP11-171B14 fr. . . 40 0.98 

EM_PRO : AE011315 AE011315.1 Leptospira interrogans serovar lai st... 38 3.9 

EM_PL : AC035249 AC035249.7 Arabidopsis thaliana chromosome 1 BAG ... 38 3.9 

EM_PL: AG005957 AG005957.3 Arabidopsis thaliana chromosome 2 clon. . , 38 3.9 

EMPL: AB028609 AB028609.2 Arabidopsis thaliana genomic DNA, chro. . . 38 3.9 

EM OM: AC091619 AG091619.3 Papio anubis clone RP41-139B7, complet . . . 38 3.9 

EM MUS: MMU242625 AJ24 2625.1 Mus musculus Dmp-1 gene, exons 1-6 3 8 3.9 

EM MUS: BX005219 BX005219.il Mouse DNA sequence from clone RP23-3... 38 3.9 

EM MUS: AL928912 AL928912.10 Mouse DNA sequence from clone RP23-2... 38 3.9 

EM MUS: AL807379 AL807379.17 Mouse DNA sequence from clone RP23-3... 38 3.9 

EM MUS: AL732392 AL732392.8 Mouse DNA sequence from clone RP23-17... 38 3.9 

EM MUS: AL731836 AL731836.10 Mouse DNA sequence from clone RP23-1... 38 3.9 

EM MUS: AL591970 AL591970.10 Mouse DNA sequence from clone RP23-1.., 38 3.9 

EM MUS: AL591067 AL591067.35 Mouse DNA sequence from clone RP23-3... 38 3.9 

EM MUS: AL590992 AL590992.12 Mouse DNA sequence from clone RP23-2... 38 3.9 

EM MUS: AG122305 AG122305.4 Mus musculus chromosome 9 clone RP23-... 38 3.9 

EMINV: AG117176 AG117176.2 Dictyostelium discoideum chromosome 2... 38 3.9 

EM HUM: HS272J12 Z82194.1 Human DNA sequence from clone RP1-272J1... 38 3.9 

EM HUM: HS1068E13 AL035563.19 Human DNA sequence from clone RP5-1... 38 3.9 

EM HUM: CNS05TE0 AL358293.4 Human chromosome 14 DNA sequence BAG ... 38 3.9 

EM_HUM : CNS05TCA AL355076.5 Human chromosome 14 DNA sequence BAG ... 38 3.9 

EM_HUM:CNS01RIE AL163153.4 Human chromosome 14 DNA sequence BAG ... 38 3.9 

EM_HUM : AP002490 AP002490.4 Homo sapiens genomic DNA, chromosome ... 38 3.9 

EM HUM: AP0Q0719 AP000719.4 Homo sapiens genomic DNA, chromosome ... 38 3.9 

EM HUM: AL591605 AL591605.7 Human DNA sequence from clone RPll-47... 38 3.9 

EM HUM: AL390316 AL390316.6 Human DNA sequence from clone RPll-55... 38 3.9 

EM_HUM : AL390239 AL390239.16 Human DNA sequence from clone RPll-5.-. 38 3.9 

EM HUM: AG104298 AC104298.2 Homo sapiens chromosome 3 clone RP11-... 38 3.9 

EM_HUM : AC093773 AG093773.3 Homo sapiens BAG clone RP11-127A9 fro... 38 3.9 

EM_HUM : AC092333 AG092333.2 Homo sapiens chromosome 5 clone RP11-... 38 3.9 

EM_HUM : AC092059 AG092059.2 Homo sapiens chromosome 3 clone RP11-... 38 3.9 

EM HUM: AG025262 AG025262.27 Homo sapiens 12 BAG RP11-629N8 (Rosw. . . 38 3.9 
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EM_HUM : AC025034 
EM_HUM : AC012642 
EM_HUM : AC008837 
EM_HUM : AC007739 
EM_HUM : AC006222 
EM HUM:AC005099 



AC025034.22 Homo sapiens 12 BAG RP11-734K2 (Rosw. 
AC012642.5 Homo sapiens chromosome 5 clone CTD-2. 
AC008837.6 Homo sapiens chromosome 5 clone CTD-2. 
AC007739.2 Homo sapiens BAG clone RP11-91L3 from. 
AGO 062 2 2.1 Homo sapiens, clone hRPK.12_A_l, comp. 
AGO 050 9 9. 2 Homo sapiens BAG clone GTA-351J1 from. 



38 
38 
38 
38 
38 
38 



3.9 
3.9 
3.9 
3.9 
3.9 
3.9 



>EM_PAT: AX034344 AX034344.1 Sequence 6 from Patent WO0050637. 
Length =309 



Score = 613 bits (309) , Expect 
Identities = 309/309 (100%) 
Strand - Plus / Plus 



e-173 



Query: 1 attgatagaggccctgtttcatgacatttcatgagtttcaatatgttgttcagcatgttg 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1 attgatagaggccctgtttcatgacatttcatgagtttcaatatgttgttcagcatgttg 60 
Query: 61 tgaggtgactctcagcccctttcccactgagatggactgtggtgatgctgtgagggtgtg 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 tgaggtgactctcagcccctttcccactgagatggactgtggtgatgctgtgagggtgtg 120 
Query: 121 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 180 

lllilllllllllllllllllllllMIIIIMIIIIIIIIIIIIIIMIIIIIIIIIII 

Sbjct: 121 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 180 
Query: 181 catagtaaatgtatcattgttcttttcctccctcctaaaggaaacagaggaatccacctg 24 0 

lllllllllllllllllllllllllllllllllllilllllllllllllllMIIIIIII 

Sbjct: 181 catagtaaatgtatcattgttcttttcctccctcctaaaggaaacagaggaatccacctg 240 
Query: 241 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgttcgtg 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgttcgtg 300 



Query: 301 ataaggaaa 309 

iiiiiiiii 

Sbjct: 301 ataaggaaa 309 



>EM_HUM:AL449464 AL449464.12 Human DNA sequence from clone RP11-508D10 on chromosome 9 
Length = 54881 

Score = 573 bits (289) , Expect = e-161 
Identities = 304/309 (98%) 
Strand = Plus / Plus 

Query: 1 attgatagaggccctgtttcatgacatttcatgagtttcaatatgttgttcagcatgttg 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllllllllllllllllllllllllll 

Sbjct: 28773 attgatagaggccctgtttcatgacatttgatgagtttcaatatgttgttcagcatgttg 28832 
Query: 61 tgaggtgactctcagcccctttcccactgagatggactgtggtgatgctgtgagggtgtg 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 28833 tgaggtgactctcagcccctttcccactgagatgtactgtggtgatgctgtgagggtgtg 28892 



Query: 121 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 180 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII 

Sbjct: 28893 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 28952 



Query: 
Sbjct: 



181 
28953 



catagtaaatgtatcattgttcttttcctccctcctaaaggaaacagaggaatccacctg 24 0 

illllll lllllllllllllllllllll IIIIIIIIMIIIIIillllllllllllll 

catagtagatgtatcattgttcttttccttcctcctaaaggaaacagaggaatccacctg 29012 
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Query: 241 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgttcgtg 300 

iiiiiiiiiiiiiiiiiiiiiMiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii nil 

Sbjct: 29013 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgtccgtg 29072 
Query: 301 ataaggaaa 309 

IIMIIIII 

Sbjct: 29073 ataaggaaa 29081 

>EM OV: AP003796 AP003796.2 Gallus gallus genomic DNA, chromosome 5, clone:26D12, complete 
sequence . 
Length = 156014 

Score =42.1 bits (21), Expect = 0.25 
Identities = 27/29 (93%) 
Strand = Plus / Minus 

Query: 88 tgagatggactgtggtgatgctgtgaggg 116 

iiiiiiiiii ill iiiiiiiiiiiiii 

Sbjct: 127989 tgagatggaccgtgttgatgctgtgaggg 127961 

>EM OV: AP003795 AP003795.2 Gallus gallus genomic DNA, chromosome 5, clone :192C9, 
complete sequence . 
Length = 187259 

Score =42.1 bits (21), Expect = 0.25 
Identities = 27/29 (93%) 
Strand = Plus / Minus 

Query: 88 tgagatggactgtggtgatgctgtgaggg 116 

IIIIIIIIII III IIIIIIIIIIIIII 

Sbjct: 6243 tgagatggaccgtgttgatgctgtgaggg 6215 

>EM HUM: AL353768 AL353768.28 Human DNA sequence from clone RP11-S4015 on chromosome 
9q22. 2-31.1 
Length = 168062 

Score =42.1 bits (21), Expect =0.25 
Identities = 21/21 (100%) 
Strand = Plus / Plus 

Query: 68 actctcagcccctttcccact 88 

Illllllllllllllllllll 

Sbjct: 78379 actctcagcccctttcccact 78399 

>EM_HUM : AC023061 AC023061.4 Homo sapiens chromosome 5 clone RP1-59F3, complete sequence. 
Length = 88200 

Score = 42.1 bits (21), Expect = 0.25 
Identities = 27/29 (93%) 
Strand = Plus / Plus 

Query: 181 catagtaaatgtatcattgttcttttcct 209 

mil iiiiiiiiiiiiiiiii mil 

Sbjct: 55016 catagcaaatgtatcattgttctgttcct 55044 



>EM HUM: AC005178 AC005178.1 Homo sapiens chromosome 5, PI clone 328E3 (LBNL H53) , 
complete sequence. 
Length = 84969 
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Score =42.1 bits (21), Expect =0.25 
Identities = 27/29 (93%) 
Strand = Plus / Minus 



Query: 181 catagtaaatgtatcattgttcttttcct 209 

Mill IIIIIIIIIIMMIII IIIM 

Sbjct: 77132 catagcaaatgtatcattgttctgttcct 77104 



>EM_VI : AF2 08066 AF208066.1 Murine hepatitis virus strain Penn 97-1, complete genome. 
Length = 31112 

Score = 40.1 bits (20), Expect = 0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 43 atgttgttcagcatgttgtg 62 

llllllllllllllllllll 
Sbjct: 7174 atgttgttcagcatgttgtg 7193 



>EM_VI : AF207902 AF207902.1 Murine hepatitis virus strain ML-11 RNA-directed RNA 
polymerase (orf lA) , RNA-directed RNA polymerase (orf IB) , 
non- structural protein (orf2A) , hemagglutinin esterase 
protein (orf2B) , spike glycoprotein precursor (orf 3) , 
non- structural protein (orfSA) , envelope glycoprotein E 
(orf 5B) , matrix glycoprotein (orf 6) , and nucleocapsid 
protein (orf 7) genes, complete cds. 
Length = 31277 

Score =40.1 bits (20), Expect = 0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 43 atgttgttcagcatgttgtg 62 

llllllllllllllllllll 
Sbjct: 7174 atgttgttcagcatgttgtg 7193 



>EM VI : AF201929 AF201929.1 Murine hepatitis virus strain 2, complete genome. 
Length = 31276 

Score =40.1 bits (20), Expect = 0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 43 atgttgttcagcatgttgtg 62 

IIIIIMIIIIIIIIIIIII 

Sbjct: 7174 atgttgttcagcatgttgtg 7193 



>EM HUM: HSDJ53A19 AL096819.17 Human DNA sequence from clone RP1-53A19 on chromosome 
lq25. 1-31.1 Contains part of a gene for KIAA0212 protein 
(a member of the Glycosyl hydrolase family) , part of a 
novel gene, STSs, GSSs and a CpG island. 
Length = 136188 

Score = 40.1 bits (20), Expect = 0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 24 acatttcatgagtttcaata 43 

llllllllllllllllllll 

Sbjct: 45272 acatttcatgagtttcaata 45291 
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>BM HUM: CNS01DTZ AL132992.4 Human chromosome 14 DNA sequence BAG C-2268P10 of library 
CalTech-D from chromosome 14 of Homo sapiens (Human) 
Length = 133186 

Score =40.1 bits (20), Expect =0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 193 atcattgttcttttcctccc 212 

IIMIIIIIIIIIIIIIIII 

Sbjct: 61561 atcattgttcttttcctccc 61580 



>EM HUM: AL591062 AL591062.8 Human DNA sequence from clone RP11-642P14 on chromosome 6 
Length = 4 6206 

Score =40.1 bits (20), Expect =0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 113 agggtgtgactgacacacct 132 

iiiiiiiiiiiiiiiiiiii 

Sbjct: 5977 agggtgtgactgacacacct 5996 



>EM HUM : AL3 90029 AL390029.35 Human DNA sequence from clone RP11-560N15 on chromosome 13 
Length = 164317 

Score =40.1 bits (20), Expect =0.98 
Identities = 20/20 (100%) 
Strand = Plus / Plus 



Query: 195 cattgttcttttcctccctc 214 

IIIIIIIIIIIIIIIIIIII 
Sbjct: 28677 cattgttcttttcctccctc 28696 



>EM HUM: AL139416 AL139416.5 Human DNA sequence from clone RP4-531M19 on chromosome 1 
Length = 34250 

Score = 40,1 bits (20), Expect = 0.98 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 202 cttttcctccctcctaaagg 221 

IIIIIIIIIIIIIIIIIIII 

Sbjct: 16771 cttttcctccctcctaaagg 16752 



>EM HUM: AF288393 AF288393.1 Homo sapiens Clorf22 mRNA, complete cds . 
Length = 6298 

Score = 40.1 bits (20), Expect = 0.98 
Identities = 20/20 (100%) 
Strand = Plus / Minus 



Query: 24 acatttcatgagtttcaata 43 

IIIIIIIIMIIIIIIIMI 

Sbjct: 1047 acatttcatgagtttcaata 1028 



>EM_HUM : AC019067 AC019067.9 Homo sapiens BAG clone RP11-171B14 from 2, complete sequence. 
Length = 169928 

Score = 40.1 bits (20), Expect = 0.98 
Identities = 23/24 (95%) 
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Strand = Plus / Minus 



Query: 193 atcattgttcttttcctccctcct 216 

Mil lllllllllllllllllll 

Sbjct: 137045 atcactgttcttttcctccctcct 137022 



>EM PRO: AE011315 AE011315.1 Leptospira interrogans serovar lai str. 56601 chromosome 
I, section 124 of 397 of the complete sequence. 
Length = 10029 

Score = 38.2 bits (19), Expect =3.9 
Identities = 22/23 (95%) 
Strand = Plus / Minus 



Query: 19 tcatgacatttcatgagtttcaa 41 

iiiii lllllllllllllllll 

Sbjct: 153 tcatgtcatttcatgagtttcaa 131 

>EM PL: AC035249 AC035249.7 Arabidopsis thaliana chromosome 1 BAG F8D11 genomic 
sequence, complete sequence. 
Length = 109431 

Score = 38.2 bits (19), Expect - 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 221 gaaacagaggaatccacct 239 

lllllllllllllllllll 

Sbjct: 9985 gaaacagaggaatccacct 9967 

>EM PL: AC005957 AC005957.3 Arabidopsis thaliana chromosome 2 clone T15J14 map mi398, 
complete sequence . 
Length = 114041 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 221 gaaacagaggaatccacct 239 

lllllllllllllllllll 

Sbjct: 60860 gaaacagaggaatccacct 60878 



>EM PL: AB028609 AB028609.2 Arabidopsis thaliana genomic DNA, chromosome 3, TAG 
clone :K7P8. 
Length = 78529 

Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 188 aatgtatcattgttctttt 206 

lllllllllllllllllll 
Sbjct: 57579 aatgtatcattgttctttt 57561 



Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 188 aatgtatcattgttctttt 206 
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IMIIIIIIIIIIIIIIII 

Sbjct: 46359 aatgtatcattgttctttt 46341 



>EM_OM: AC091619 AGO 9161 9. 3 Papio anubis clone RP41-139B7, complete sequence. 
Length = 181302 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 177 ttggcatagtaaatgtatc 195 

lllllllllllllllllll 
Sbjct: 115686 ttggcatagtaaatgtatc 115704 



>EM MUS : MMU242625 AJ242625.1 Mus musculus Dmp-1 gene, exons 1-6 
Length = 16162 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 32 tgagtttcaatatgttgtt 50 

lllllllllllllllllll 
Sbjct: 13152 tgagtttcaatatgttgtt 13170 



>EM MUS: BX005219 BX005219.il Mouse DNA sequence from clone RP23-343B19 on chromosome X 
Length = 83957 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 265 acttaaaggacagatgaca 283 

lllllllllllllllllll 

Sbjct: 48309 acttaaaggacagatgaca 48291 



>EM MUS: AL928912 AL928912.10 Mouse DNA sequence from clone RP23-209L8 on chromosome 2 
Length = 136821 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 17 tttcatgacatttcatgag 35 

lllllllllllllllllll 
Sbjct: 49346 tttcatgacatttcatgag 49364 



>EM_MUS : ALSO 73 7 9 AL807379.17 Mouse DNA sequence from clone RP23-378L22 on chromosome 4 
Length = 186519 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 213 tcctaaaggaaacagagga 231 

IIMIIIIIIIIIIIIIII 

Sbjct: 101609 tcctaaaggaaacagagga 101627 



>EM_MUS : AL732392 AL732392.8 Mouse DNA sequence from clone RP23-171G10 on chromosome X 
Length = 188116 
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Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 171 cagtttttggcatagtaaa 189 

IIIIIIIIMIIIIIIIII 

Sbjct: 103405 cagtttttggcatagtaaa 103387 

>EM MUS: AL731836 AL731836.10 Mouse DNA sequence from clone RP23-119A13 on chromosome 2 
Length = 83802 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 52 agcatgttgtgaggtgact 70 

iiiiiiiiiiiiiiiiiii 

Sbjct: 56107 agcatgttgtgaggtgact 56089 

>EM_MUS : AL591970 AL591970.10 Mouse DNA sequence from clone RP23-190L21 on chromosome 2 
Length = 165908 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 2 09 tccctcctaaaggaaacag 227 

IIIIIIIIIIIIIIIIIII 

Sbjct: 70752 tccctcctaaaggaaacag 70734 

>EM MUS: AL591067 AL591067.35 Mouse DNA sequence from clone RP23-333D2 on chromosome 11 
Length = 196512 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 193 atcattgttcttttcctcc 211 

IIIIIIIIIIIIIIIIIII 
Sbjct: 149598 atcattgttcttttcctcc 149580 

>EM_MUS: AL590992 AL590992.12 Mouse DNA sequence from clone RP23-212C14 on chromosome 
11 

Length = 118444 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 199 gttcttttcctccctccta 217 

IIIIIIIIIIIIIIIIIII 
Sbjct: 8939 gttcttttcctccctccta 8921 

>EM_MUS : AC122305 AC122305.4 Mus musculus chromosome 9 clone RP23-284E19, complete 
sequence . 
Length = 192434 

Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 
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Query: 69 ctctcagcccctttcccac 87 

IMIIIIIIIIIIIIIIII 

Sbjct: 33407 ctctcagcccctttcccac 33389 



>EM INV: AC117176 AC117176.2 Dictyostelium discoideum chromosome 2 map 5018074-5200947 
strain AX4, complete sequence. 
Length = 182871 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand - Plus / Plus 



Query: 286 ttggtcatgttcgtgataa 304 

lllllllllllllllllll 
Sbjct: 144180 ttggtcatgttcgtgataa 144198 



>EM HUM: HS272J12 Z82194,l Human DNA sequence from clone RP1-272J12 on chromosome 22 
Length = 161076 

Score - 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 152 tttgatcacaggtcacatg 170 

iiiiiiiiiiiiiiiiiii 

Sbjct: 72069 tttgatcacaggtcacatg 72087 



>EM HUM: HS1068E13 AL035563.19 Human DNA sequence from clone RP5-1068E13 on chromosome 
20pll . 21-12 . 3 . Contains two novel genes, the gene for a 
novel protein similar to bovine SCP2 (Sterol Carrier 
Protein 2) and part of HSD17B4 (hydroxy steroid (17 -beta) 
dehydrogenase 4) , an EEFlAl (eukaryotic translation 
elongation factor 1 alpha 1) pseudogene, ESTs, STSs and 
GSSs. 
Length = 148177 

Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 89 gagatggactgtggtgatg 107 

lllllllllllllllllll 

Sbjct: 21279 gagatggactgtggtgatg 21261 



>EM_HUM: CNS05TE0 AL358293.4 Human chromosome 14 DNA sequence BAC R-398E10 of library 
RPCI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 197927 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 257 agggataaacttaaaggac 275 

lllllllllllllllllll 

Sbjct: 130972 agggataaacttaaaggac 130990 



>EM HUM: CNS05TCA AL355076.5 Human chromosome 14 DNA sequence BAC C-2509G16 of library 
CalTech-D from chromosome 14 of Homo sapiens (Human) 
Length = 215936 
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Score =38.2 bits (19), Expect =3.9 
Identities = 22/23 (95%) 
Strand = Plus / Minus 

Query: 14 9 gggtttgatcacaggtcacatgc 171 

iiiiiiii iiiiiiiiiiiiii 

Sbjct: 14 2034 gggtttgagcacaggtcacatgc 142012 

>EM HUM: CNS01RIE AL163153.4 Human chromosome 14 DNA sequence BAG R-16013 of library 
RPCI-11 from chromosome 14 of Homo sapiens (Human) 
Length = 166562 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 

Query: 163 gtcacatgcagtttttggc 181 

lllllllllllllllllll 
Sbjct: 11537 gtcacatgcagtttttggc 11519 

>EM_HUM : AP002490 AP002490.4 Homo sapiens genomic DNA, chromosome llq clone : RPll- 84 9H4 . 
Length = 191986 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 22/23 (95%) 
Strand = Plus / Plus 

Query: 197 ttgttcttttcctccctcctaaa 219 

nil iiiiiiiiiiiiiiiiii 

Sbjct: 48691 ttgtccttttcctccctcctaaa 48713 

>EM_HUM: AP000719 AP000719.4 Homo sapiens genomic DNA, chromosome llq clone : RPll- 757C1 5 , 
complete sequences . 
Length = 196424 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 22/23 (95%) 
Strand = Plus / Plus 

Query: 197 ttgttcttttcctccctcctaaa 219 

III! IIIIIIIIIIIIIIIIII 

Sbjct: 112034 ttgtccttttcctccctcctaaa 112056 

>EM HUM: AL591605 AL591605.7 Human DNA sequence from clone RP11-476G6 on chromosome 6 
Length = 137494 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 

Query: 194 tcattgttcttttcctccc 212 

lllllllllllllllllll 
Sbjct: 83824 tcattgttcttttcctccc 83842 

>EM HUM : AL3 90316 AL390316.6 Human DNA sequence from clone RP11-551A13 on chromosome 6 
Length = 106341 

Score =38.2 bits (19), Expect =3.9 
Identities = 22/23 (95%) 
Strand = Plus / Minus 
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Query: 263 aaacttaaaggacagatgacaca 285 

llllllllllllllllll MM 

Sbjct: 22442 aaacttaaaggacagatgtcaca 22420 



>EM HUM: AL390239 AL390239.16 Human DNA sequence from clone RP11-58J3 on chromosome 9 
Contains part of a novel gene and a CpG island. 
Length = 129109 

Score = 38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 26 atttcatgagtttcaatat 44 

lllllllllllllllllll 
Sbjct: 12661 atttcatgagtttcaatat 12679 



>EM_HUM : AC104298 AC104298.2 Homo sapiens chromosome 3 clone RP11-96N5, complete sequence. 
Length = 175317 

Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 193 atcattgttcttttcctcc 211 

lllllllllllllllllll 
Sbjct: 146600 atcattgttcttttcctcc 146582 



>EM_HUM : AC093773 AC093773.3 Homo sapiens BAG clone RP11-127A9 from A, complete sequence. 
Length = 167011 

Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 35 gtttcaatatgttgttcag 53 

lllllllllllllllllll 
Sbjct: 61114 gtttcaatatgttgttcag 61096 



>EM_HUM : AC092333 AC092333.2 Homo sapiens chromosome 5 clone RP11-195A20, complete 
sequence . 
Length = 1574 02 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Plus 



Query: 17 tttcatgacatttcatgag 35 

IIIMIIIIIIIIIIIIII 

Sbjct: 50240 tttcatgacatttcatgag 50258 



>EM_HUM : AC092059 AC092059.2 Homo sapiens chromosome 3 clone RP11-889D3, complete 
sequence . 
Length = 186318 

Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 193 atcattgttcttttcctcc 211 
lllllllllllllllllll 
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Sbjct: 29477 atcattgttcttttcctcc 29459 



>EM_HUM : AC025262 AC025262.27 Homo sapiens 12 BAG RP11-629N8 (Roswell Park Cancer 
Institute 

Human BAG Library) complete sequence. 
Length = 167276 



Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 197 ttgttcttttcctccctcc 215 

IIIIIIIIIIIIIIIMII 

Sbjct: 147338 ttgttcttttcctccctcc 147320 



>EM HUM: AC025034 AG025034.22 Homo sapiens 12 BAG RP11-734K2 (Roswell Park Cancer 
Institute Human BAG Library) complete sequence . 
Length = 73481 



Score =38.2 bits (19), Expect =3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 89 gagatggactgtggtgatg 107 

IIIIIIIIIIIIIIIMII 

Sbjct: 58153 gagatggactgtggtgatg 58135 



>EM_HUM: AG01264 2 AG012642.5 Homo sapiens chromosome 5 clone GTD-2287K1, complete 
sequence . 

Length = 159956 

Score = 38.2 bits (19), Expect = 3.9 
Identities = 19/19 (100%) 
Strand = Plus / Minus 



Query: 17 tttcatgacatttcatgag 35 

IIIIIIIIIIIIIIIMII 

Sbjct: 156479 tttcatgacatttcatgag 156461 



Database: embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0,711 1.31 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 1,584,332 

Number of Sequences: 2705345 

Number of extensions: 1584332 

Number of successful extensions: 113207 

Number of sequences better than 10.0: 54 

length of query: 309 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 289 

effective length of database: 4,107,188,812 
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effective search space: 1186977566668 
effective search space used: 1186977566668 
T: 0 
A: 0 

XI: 6 (11.9 bits) 
X2: 15 {29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 
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SEQ ID 6 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 

SEQID6 ATTGATAGAGGCCCTGTTTCATGACATT 

AX034344 ATTGATAGAGGCCCTGTTTCATGACATT 

AL4 4 9464 GGATTTTTCTTGTTCTAACTGCCCTAGTAACAATTGATAGAGGCCCTGTTTCATGACATT 

SEQID6 TCATGAGTTTCAATATGTTGTTCAGCATGTTGTGAGGTGACTCTCAGCCCCTTTCCCACT 
AXO 3 4 3 4 4 TCATGAGTTTCAATATGTTGTTCAGCATGTTGTGAGGTGACTCTCAGCCCCTTTCCCACT 
AL4 4 9 4 6 4 TGATGAGTTTCAATATGTTGTTCAGCATGTTGTGAGGTGACTCTCAGCCCCTTTCCCACT 

* ********************************************************** 

SEQID6 GAGATGGACTGTGGTGATGCTGTGAGGGTGTGACTGACACACCTTCATGTGCCCAAGCAT 
AXO 3 4 3 4 4 GAGATGGACTGTGGTGATGCTGTGAGGGTGTGACTGACACACCTTCATGTGCCCAAGCAT 
AL449464 GAGATGTACTGTGGTGATGCTGTGAGGGTGTGACTGACACACCTTCATGTGCCCAAGCAT 
****** ***************************************************** 

SEQID6 GGGTTTGATCACAGGTCACATGCAGTTTTTGGCATAGTAAATGTATCATTGTTCTTTTCC 
AXO 3 4 3 4 4 GGGTTTGATCACAGGTCACATGCAGTTTTTGGCATAGTAAATGTATCATTGTTCTTTTCC 
AL4 4 9 4 6 4 GGGTTTGATCACAGGTCACATGCAGTTTTTGGCATAGTAGATGTATCATTGTTCTTTTCC 
*************************************** ******************** 

SEQID6 TCCCTCCTAAAGGAAACAGAGGAATCCACCTGTATGAGAGTGCCATGTAGGGATAAACTT 
AXO 3 4 3 4 4 TCCCTCCTAAAGGAAACAGAGGAATCCACCTGTATGAGAGTGCCATGTAGGGATAAACTT 

AL449464 TTCCTCCTAAAGGAAACAGAGGAATCCACCTGTATGAGAGTGCCATGTAGGGATAAACTT 

* ********************************************************** 

SEQ ID6 AAAGGACAGATGACACATTGGTCATGTTCGTGATAAGGAAA 

AXO 3 4 3 4 4 AAAGGACAGATGACACATTGGTCATGTTCGTGATAAGGAAA 

AL4 4 9464 AAAGGACAGATGACACATTGGTCATGTCCGTGATAAGGAAAGGCATTGAAATATGCACCA 



SEQ ID 1 Blast Results 



BLASTN 2.2,4 [Aug-26-2002] 



Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997) , 
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402, 



Query= /ebi/ext9erv/old-work/632838 . 94480-17870 .blastall , a 
form), 598 bases, 5A760642 checksum. 
(598 letters) 



[Unknown 



Database: embl 

2,705,345 sequences; 4,161,295,712 total letters 

Searching done 

Sequences producing significant alignments: 

EM PAT: AX034339 AX034339.1 Sequence 1 from Patent WO0050637. 
EM_HUM : BC001852 BC001852 . 1 Homo sapiens. Similar to hypotheti 



Score 



EM HUM: AK000553 AK000553.1 Homo sapiens cDNA FLJ20546 fis, clone. 



Primer for synthesizing full-length c. 
Homo sapiens cDNA FLJ10091 fis, clone. 



EM_PAT : BD155736 BD155736 , 
EM HUM: AK000953 AK000953 . 
EM_PAT : BD157307 BD157307, 
EM_HUM : AK021663 AK021663, 
EM HUM: ACQ264 07 AC0264 07, 
EM HUM: AF086486 AF086486. 
EM PAT: BD158370 BD158370, 

EM HUM: AK023355 AK023355.1 Homo sapiens cDNA FLJ13293 fis, clone.. 
EM_STS : G38490 G38490.1 SHGC-58349 Human Homo sapiens STS genomic. 
EM_PAT : BD149143 BD149143,1 Primer for synthesizing full-length c. 
EM_STS : G37344 037344,1 SHGC-57583 Human Homo sapiens STS genomic. 



Homo sapiens chromosome 5 clone CTC-3 . 
Homo sapiens full length insert cDNA , 



EM MUS: AL64 594 8 AL645948,10 Mouse DNA sequence from clone RP23-2. 

EM HUM: AK024509 AK024509,1 Homo sapiens cDNA: FLJ20856 fis, clon, 

EM_HUM : AF126403 AF126403.5 Homo sapiens chromosome 8 clone GSl-5. 

EM_HUM : AC084116 AC084116.7 Homo sapiens chromosome 8, clone RPll . 

EM_PRO:AE016982 AE016982 .1 Shigella flexneri 2a str. 2457T secti. 

EM_PRO:AE015202 AE015202 .1 Shigella flexneri 2a str. 301 section. 

EM_PAT : AX739961 AX739961.1 

EM PAT:AX711879 AX711879.1 



Sequence 
Sequence 



from Patent WO03000296. 
from Patent WO03000727. 
EM MUS: AC122438 AC122438.2 Mus musculus chromosome 5 clone RP24-. 
EM_MUS : AC121914 AC121914.3 Mus musculus chromosome 3 clone RP24-. 
EM MUS: AC090479 AC090479.6 Mus Musculus Chromosome 18 RP23-363E2. 
EM HUM : CNS 0 5 TCQ AL355836.3 Human chromosome 14 DNA sequence BAC . 
EM HUM : CNSOIDTB AL132709,5 Human chromosome 14 DNA sequence BAC . 
EM_HUM : AL137000 AL137000.6 Human DNA sequence from clone RPll-20, 
EM_HUM: AC08724 0 AC087240,17 Homo sapiens 12p BAC RPll- 752 F20 (Ro, 
EM_PRO : AF153317 AF153317.1 Shigella dysenteriae SapF (sapF) gene, 
EM_PRO : AE016760 AE016760.1 Escherichia coli CFT073 section 6 of . 
EM PRO: AE015025 AE015025.1 Streptococcus mutans UA159 section 17. 
EM_PAT : AX702446 AX702446.1 Sequence 32 from Patent WO02 059320. 
EM OV : GGY J00922.1 Gallus gallus ovalbumin (oval-Y) gene, comple. 
EM OV: GGOV02 V00436.1 Gallus gallus fragment of gene X of ovalbu. 
EM_MUS : AL808110 AL808110.7 Mouse DNA sequence from clone RP23-62. 
EM__MUS : AL604029 AL604029.12 Mouse DNA sequence from clone RP23-1. 
EM_MUS : AC124023 AC124023.1 Mus musculus chromosome X clone RP21- , 
EM_MUS : AC124022 AC124022.1 Mus musculus chromosome X clone RP21- . 
EM MUS: AC124021 AC124021.1 Mus musculus chromosome X clone RP21-, 
EM MUS: AC083893 AC083893,33 Mus musculus chromosome 4 clone rp23, 
EM HUM: HSN104C4 Z83855,2 Human DNA sequence from clone LL22NC03-. 
EM HUM: HSJ800J21 AL109955.37 Human DNA sequence from clone RP4-8. 



(bits) Value 
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0.49 


42 
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EM HUM: CNS01DRA AL110505.5 Human chromosome 14 DNA sequence BAC ... 40 2.0 

EM_HUM : BC036611 BC036611.1 Homo sapiens, clone IMAGE : 5277036 , mRNA. 40 2.0 

EM HUM: AP001689 AP001689.1 Homo sapiens genomic DNA, chromosome ... 40 2.0 

EM HUM: AP000477 AP000477.2 Homo sapiens genomic DNA, chromosome ... 40 2.0 

EM_HUM : AL445925 AL445925.19 Human DNA sequence from clone RPll-4... 40 2.0 

EM_HUM : AL365202 AL365202.19 Human DNA sequence from clone RPll-3. . . 40 2.0 

EM HUM: AL353608 AL353608.20 Human DNA sequence from clone RPll-5,.. 40 2.0 

EM HUM: AL158151 AL158151.16 Human DNA sequence from clone RPll-2... 40 2.0 

EM HUM: AK055091 AK055091.1 Homo sapiens cDNA FLJ30529 fis, clone... 40 2.0 

EM_HUM : AF465821 AF465821.1 Homo sapiens unknown protein mRNA, co. . . 40 2.0 

EM HUM: AF432210 AF432210.1 Homo sapiens CLL-associated antigen K. . . 40 2.0 

EM HUM: AC140078 AC140078.8 Homo sapiens 12 BAC RP13-7D7 (Roswell . . . 40 2.0 

EM HUM: AC116003 AC116003.7 Homo sapiens chromosome 18, clone RPl . . . 40 2.0 

EM HUM: AC112250 AC112250.4 Homo sapiens BAC clone RP11-710E1 fro... 40 2.0 

EM HUM: AC108457 AC108457.6 Homo sapiens chromosome 15, clone RPl... 40 2.0 

EM HUM: ACQ92923 AC092923.8 Homo sapiens 3 BAC RP11-145K15 (Roswe... 40 2.0 

EM HUM: AC092540 AC092540.4 Homo sapiens BAC clone RP1X-190E23 fr... 40 2.0 

EM HUM: AC079842 AC079842.19 Homo sapiens 12q BAC RP11-989K8 (Ros . . . 40 2.0 

EM HUM: AC021607 AC021607.9 Homo sapiens chromosome 18, clone RPl... 40 2.0 

EM HUM: AC013280 AC013280.6 Homo sapiens BAC clone RP11-519F14 fr... 40 2.0 

EM HUM: AC012101 AC012101.7 Homo sapiens chromosome 18, clone RPl,.. 40 2.0 

EM HUM: AC012082 AC012082.6 Homo sapiens chr3 BAC RP11-420O16 (Ro. . . 40 2.0 

EM_HUM : AC010609 AC010609.7 Homo sapiens chromosome 5 clone CTB-4 , . . 40 2.0 

EM_HUM;AC009802 AC009802 . 13 Homo sapiens chromosome 18, clone RP... 40 2.0 

EM_PRO : AE010049 AE010049.1 Streptococcus pyogenes strain MGAS823 . . . 38 7.7 

EM_PL : AP004511 AP004511.1 Lotus japonicus genomic DNA, chromosom, . . 38 7.7 

EM PL: AP003842 AP003842.3 Oryza sativa (japonica cult ivar -group) . 38 7.7 

EM PL: AC13763S AC137635.2 Genomic sequence for Oryza sativa, Nip... 38 7.7 

EM_PL:AC134233 AC134233 .3 Oryza sativa (japonica cult ivar -group) . 38 7.7 

EM_PL: AC021043 AC021043.4 Arabidopsis thaliana chromosome I BAC ... 38 7.7 

EM PL: AB019228 AB019228.1 Arabidopsis thaliana genomic DNA, chro. . . 38 7.7 

EM PAT: AX743735 AX743735.1 Sequence 118 from Patent WO022 6982. 38 7.7 

EM PAT: AX719078 AX719078.1 Sequence 1 from Patent EP1295945. 38 7.7 

EM PAT: AX347076 AX347076.1 Sequence 2147 from Patent WO0200928. 38 7.7 

EM PAT: AX346854 AX346854.1 Sequence 1925 from Patent WO0200928. 38 7.7 

EM PAT: AX344819 AX344819.1 Sequence 244 from Patent WO0200927. 38 7.7 

EM PAT: AX2814 95 AX281495.1 Sequence 159 from Patent WO0177376. 38 7.7 

EM PAT: AR282828 AR282828.1 Sequence 1 from patent US 6524789. 38 7.7 

EM PAT: AR224025 AR224025.1 Sequence 1 from patent US 6440681. 38 7.7 

EM_PAT : AR173184 AR173184.1 Sequence 1 from patent US 6303753. 38 7.7 

EM_PAT : AR071400 AR071400.1 Sequence 1 from patent US 5910582. 38 7.7 

EM_PAT : AR055252 AR055252.1 Sequence 1 from patent US 58374 89. 38 7.7 

EM PAT : AR03 7435 AR037435.1 Sequence 1 from patent US 5801232. 38 7.7 

EM OV: BX072569 BX072569.6 Zebrafish DNA sequence from clone CH21... 38 7.7 

EM OV: AL953895 AL953895.8 Zebrafish DNA sequence from clone CH21 . . . 38 7.7 

EM OV: AL772368 AL772368.5 Zebrafish DNA sequence from clone CH21 . . . 38 7.7 

EM OV: AL626804 AL626804.10 Zebrafish DNA sequence from clone RP7 . . . 38 7.7 

EM_0R: MIDS86118 D86118 . 1 Dinodon semicarinatus mitochondrial DNA... 38 7.7 

EM OR: AF471048 AF471048.1 Sonora semiannulata CAS 206503 cytochr... 38 7.7 

EM OR: AF337098 AF337098.1 Coluber constrictor clone JF44 cytochr... 38 7.7 

EM_OR: AF217818 AF217818.1 Coluber constrictor cytochrome b gene,... 38 7.7 

EM OR: AF172705 AF172705.1 Laudakia caucasia MV2218720 NADH dehyd. . . 38 7.7 

>EM PAT: AX034339 AX034339.1 Sequence 1 from Patent WO0050637. 
Length = 598 

Score = 1180 bits (595), Expect =0.0 
Identities = 598/598 (100%) 
Strand ~ Plus / Plus 

Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 



Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 



Query : 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII 

Sbj ct : 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 



180 



180 



Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 240 



Query: 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 241 gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 



300 



300 



Query: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 

IIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII 

Sbjct: 301 gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 360 



Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII 

Sbjct : 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 



420 



420 



Query: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 480 

lllllllllllllllllllllllllllllllllillllllllllllllllllllMIIII 

Sbjct: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 480 
Query: 4 81 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 540 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 4 81 tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 540 
Query: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

>EM_HUM: BC001852 BC001852.1 Homo sapiens. Similar to hypothetical protein FLJ20546, 
clone MGC:4529 IMAGE: 3010614 , mRNA, complete cds . 
Length = 1208 

Score = 1180 bits (595), Expect = 0.0 
Identities = 597/598 (99%) 
Strand = Plus / Minus 

Query: 1 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1187 ttggaatagttcttgctttataaaaatagtactgcgattaaaaaaaaagcacttctgcca 1128 
Query: 61 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1127 aaggaaccatgttccaacaccgcaaacaaggtgttctgcttaaacagagtaagatacacc 1068 
Query: 121 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1067 acccccatccatcccttccttccctgttcccctcccaacttgagttgtgtcattcgcacc 1008 



Query: 181 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 24 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1007 agtgtcctgggtggtagggatgctacagccacctaaggcaaggagccctgggaggtggga 948 



Query: 241 



gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 



Sbjct : 



947 



gggcttgcatggttaagcacaccagaactgaagcgcaaaagggtcagctgtcttcatcta 



888 



Query : 
Sbjct: 



301 



887 



gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 

lllllillllllllllllllllMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMII 

gaatctctggatgttccttccagaaagcatccccgatgatatcgcagtgcaagggcactg 



360 



828 



Query: 361 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 420 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIII 

Sbjct: 827 gctttgtcctggtccgggtcactgccatcttttttccttccatttctgttggcagcttaa 768 
Query: 421 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 480 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 767 tttcttttgtcatcacttcatccaccttctgccatatcaacacagtccctttcctataca 708 



Query: 
Sbjct: 



481 



707 



tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

tcggcagctcattattatagttgatgttgaattcagaaaacaaaatctcattcttgtctg 



540 



648 



Query: 541 ctgnaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 598 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 647 ctgcaagagttccctgtaatctcccttgggcttgtactggtgttagtccagattgttg 590 



Database : embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 



Lambda K H 
1,37 0.711 



1.31 



Gapped 
Lambda 

1.37 



K H 
0.711 



1.31 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 4,610,622 

Number of Sequences: 2705345 

Number of extensions: 4610622 

Number of successful extensions: 333064 

Number of sequences better than 10.0: 190 

length of query: 598 

length of database: 4,161,295,712 

effective HSP length: 21 

effective length of query: 577 

effective length of dataOoase: 4,104,483,467 

effective search space: 2368286960459 

effective search space used: 2368286960459 

T: 0 

A: 0 

XI: 6 (11.9 bits) 
X2: 15 {29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 



SEQ ID 1 Alignment 



CLUSTAL W (1.83) multiple sequence alignment 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 
ACGGAAGAGTCGTGGTGTATCCCAGCAACCAGACTTTAAAGGACTACCTCAGCTGGCGAC 



BDl 57307 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

AKO 21663 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BCO 01852 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BC001523 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

HSM8 01637 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BC 0 2 3 5 2 1 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

AKO 0 0 5 5 3 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

BD 1 5 5 7 3 6 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

AKO 0 0 9 5 3 AAGCAGATTGTCACATCAATAATCTTTATAATACAGTTTTCTGGGCACTTATACAACAAT 

SEQIDl TTGGAATAGTTCTTGCTTTATAAAAATAGTACTGCGATTAAAAAAAAAGCACT 

AX034339 TTGGAATAGTTCTTGCTTTATAAAAATAGTACTGCGATTAAAAAAAAAGCACT 

*** * * * ** *★ * *** * * * ****** 



BD 1 5 7 3 0 7 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

AKO 2 1 6 6 3 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BC 0 0 1 8 5 2 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BC 0 0 1 5 2 3 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

HSM8 01637 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BC 0 2 3 5 2 1 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

AKO 00553 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

BD 1 5 5 7 3 6 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

AKO 0 0 9 5 3 CTGGACTAACACCAGTACAAGCCCAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGA 

SEQIDl TCTGCCAAAGG- -AACCATGTTCCAACACCGCAAACAAGGTGTTCTGCT- -TAAACA-GA 

AXO 34339 TCTGCCAAAGG - - AACCATGTTCCAACACCGCAAACAAGGTGTTCTGCT - -TAAACA-GA 



*** ** 



* *** ** 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCTGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCTGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCTGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAACAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
ATGAGATTTTGTTTTCTGAATTCAACATCAACTATAATAATGAGCCGCCGATGTATAGGA 
GTAAGATAC-ACCACCCCCATCCATCCCTTCCTTCCCTGTTCCCCTCCCAACTTGAGTTG 
GTAAGATAC-ACCACCCCCATCCATCCCTTCCTTCCCTGTTCCCCTCCCAACTTGAGTTG 
* **** ****** ** ****** 



BDl 5 7 3 0 7 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

AKO 21663 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

BC001852 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

BC001523 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

HSM801637 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

BC 0 2 3 5 2 1 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

AKO 0 0 5 5 3 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

BDl 5 5 7 3 6 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

AKO 0 0 9 5 3 AAGGGACTGTGTTGATATGGCAGAAGGTGGATGAAGTGATGACAAAAGAAATTAAGCTGC 

SEQIDl TGTCATTCGCACCAGTGTCCTGGGTGGTAGG-GATGCTACAGCCACCTAAGGCAAGGAGC 

AXO 3 4 3 3 9 TGTCATTCGCACCAGTGTCCTGGGTGGTAGG - GATGCTACAGCCACCTAAGGCAAGGAGC 



i 



r 



6 



BDl 57307 CAACAGAAATGGAAGGAA - - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

AK021663 CAACAGAAATGGAAGGAA- -AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BC 0 0 1 8 5 2 CAACAGAAATGGAAGGAA - - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BC001523 CAACAGAAATGGAAGGAA - - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

HSM8 01637 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BC023521 CAACAGAAATGGAAGGAA- -AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

AK000553 CAACAGAAATGGAAGGAA- -AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

BDl 55 73 6 CAACAGAAATGGAAGGAA- - AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

AK000953 CAACAGAAATGGAAGGAA- -AAAAGATGGCAGTGACCCGGACCAGGAC AAAGCCA 

S EQI Dl CCTGGGAGGTGGGAGGGCTTGCATGGTTAAGCACACCAGAACTGAAGCGCAAAAGGGTCA 

AXO 3 4 3 3 9 CCTGGGAGGTGGGAGGGCTTGCATGGTTAAGCACACCAGAACTGAAGCGCAAAAGGGTCA 
★ ** **★ *** * * * ★ ** * ★ ★ ** 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA - - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- -GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- -GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- -GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA - - GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- -GAGATTC 
GTGCCCTTGCACTGCGATATCATCGGGGATGCTTTCTGGAAGGAACATCCA- - GAGATTC 
GCTGTCTTCATCTAGAATCTC - - TGGATGTTCCTTCCAGAAAGCATCCCCGATGATATCG 
GCTGTCTTCATCTAGAATCTC - - TGGATGTTCCTTCCAGAAAGCATCCCCGATGATATCG 
* *** ** *★ ** * * **★ *** * * ** ** ** 

TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 
TAGATGAAGACAGCTGACCCTTTTGCGCTTCAGTTCTGGTGTGCTTAACCATGCAAGCCC 

CAGTGCAAGGGCACTGGCTTT GTCCTGGTCCGGGTCACTGCCATCTTTTT - - TCC 

CAGTGCAAGGGCACTGGCTTT GTCCTGGTCCGGGTCACTGCCATCTTTTT - - TCC 

** *** *** * * * ** * * * ★ ** 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TCCCACCTCCCAGGGCTCCTTGCCTTAGGTGGCTGTAGCATC - CCTACCACCCAGGACAC 
TTCCATTTCTGTTGGCAGCTTAATTTCTTTTGTCATCACTTCATCCACCTTCTGCCATAT 
TTCCATTTCTGTTGGCAGCTTAATTTCTTTTGTCATCACTTCATCCACCTTCTGCCATAT 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



TGGTGTGAATGACACAACAAAAAAGTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGTGAATGACACAACAAAAAAGTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGCGAATGACACAACTCAA--GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGCGAATGACACAACTCAA--GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGCGAATGACACAACTCAA--GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGCGAATGACACAACTCAA- - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGCGAATGACACAACTCAA--GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGTGAATGACACAACTCAA--GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
TGGTGTGAATGACACAACTCAA - - GTTGGGAGGGGAACAGGGAAGGAAGGGATGGATGGG 
CAACAC - AGTCCCTTTCCTATAC - ATCGGCAGCTCATTATTATAGTTGATGTTGAATTCA 
CAACAC-AGTCCCTTTCCTATAC-ATCGGCAGCTCATTATTATAGTTGATGTTGAATTCA 
* ★ * ★ * ***** * ★ ** ***** 



BD157307 GGTGGTGTA-TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 

AKO 21663 GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 

BC 0 0 1 8 5 2 GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 

BCO 01523 GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 

HSM801637 GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 

BCO 23521 GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 



AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



GGTGGTGTA - TCTTACTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA-TCTTATTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GGTGGTGTA - TCTTATTCTGTTTAAGCAGAACACCTTGTTTGCGGTGTTGGAACATGGTT 
GAAAACAAAATCTCATTCT - TGTCTGCTGNT^GAGTTCCCTGTAATCTCCCT - TGGGCTT 
GAAAACAAAATCTCATTCT - TGTCTGCTGNAAGAGTTCCCTGTAATCTCCCT - TGGGCTT 



* *** * ★** * * ** 



** ** 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



BD157307 

AK021663 

BC001852 

BC001523 

HSM801637 

BC023521 

AK000553 

BD155736 

AK000953 

SEQIDl 

AX034339 



CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 
CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 
CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 



CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 

CCTTTGGCAGAAGTGCTTTTTTTTTAATCGCAGTACTATTTTTATAAAGCAAGAACTATT 

GTACTGGTGTTAGTCCAGATTGTTG 

GTACTGGTGTTAGTCCAGATTGTTG 

CCATGCCTTGGAGAATGAATCATTTTTAGATTGTGACATAAATCTTGTAAAAACCTGTCA 
CCATGCCTTGGAGAATGAATCATTTTTAGATTGTGACATAAATCTTGTAAAAACCTGTCA 

CCAAAAAAAAAAAAAAAAAAAAAAA 

CCAAAAAAAAAAAAAAAAAAAAAAA 

AAAAAAAAAAAAAAAAAAAC 

CCATGCAAAAAAAAAAAAAAA 

CCAAAAAAAAAAAAAAAAAAAAAAAAAAA 

CCATGCCTTGGAGAATGAATCATTT AACTGTGCTATGGAGT AGAAGCAGGAG 

CCATGCCTTGGAGAATGAATCATTT AACTGTGCTATGGAGT AGAAGCAGGAG 
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SEQ ID 2 Blast Results 

BLASTN 2.2.4 [Aug-26 -2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PS I -BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= SEQ ID 2 

(761 letters) 

Database: embl 

2,705,345 sequences; 4,161,295,712 total letters 

Searching done 

Score E 

Sequences producing significant alignments: (bits) Value 

EM PAT: AX034340 AX034340.1 Sequence 2 from Patent WO0050637. 1476 0.0 

EM HUM: AK000553 AK000553.1 Homo sapiens cDNA FLJ20546 fis, clone... 1010 0.0 

EM_HUM : BC023521 BC023521.1 Homo sapiens, similar to hypothetical... 998 0.0 

EM_HUM : HSM801637 ALX36669.1 Homo sapiens mRNA; cDNA DKFZp564B117 . . . 994 0.0 

EM_PAT : BD157307 BD157307.1 Primer for synthesizing full-length c... 968 0.0 

EM HUM: AK021663 AK021663.1 Homo sapiens cDNA FLJ11601 fis, clone... 968 0.0 

EM_HUM : BC001852 BC001852.1 Homo sapiens. Similar to hypothetical... 958 0.0 

EM HUM: BC001523 BC001523.1 Homo sapiens, clone MGC:2901 IMAGE: 30... 958 0.0 

EM_PAT : BD145718 BD145718.1 Primer for synthesizing full-length c... 944 0.0 

EM_HUM : AC026407 AC026407.4 Homo sapiens chromosome 5 clone CTC-3... 796 0.0 

EM_PAT : BD030696 BD030696.1 Sequence tag and encoded human protein. 618 e-174 

EM_HUM : AF110136 AF110136.1 Homo sapiens IHG-1 mRNA, partial cds . 366 le-98 

EM HUM: HS11B6F Z59012.1 H. sapiens CpG island DNA genomic Msel fr. . . 334 6e-89 

EM_PAT : BD158370 BD158370.1 Primer for synthesizing full-length c. . . 318 4e-84 

EM_PAT : BD149143 BD149143.1 Primer for synthesizing full-length c. . . 318 4e-84 

EM_HUM : AK023355 AK02335S.1 Homo sapiens cDNA FLJ13293 fis, clone... 318 4e-84 

EM PAT: BD155736 BD155736.1 Primer for synthesizing full-length c. . . 220 le-54 

EM HUM: AK000953 AK000953.1 Homo sapiens cDNA FLJ10091 fis, clone... 220 le-54 

EM_HUM : HS189B12R Z65010.1 H. sapiens CpG island DNA genomic Msel ... 192 4e-46 

EM_MUS : AL645948 AL645948.10 Mouse DNA sequence from clone RP23-2... 158 6e-36 

EM_MUS : BC048575 BC04 8575.1 Mus musculus, clone IMAGE : 6706151, mRNA. 116 3e-23 

EM INV: AC115612 AC115612.2 Dictyostelium discoideum chromosome 2... 48 0.008 

EMMUS : CNS08CA6 AL807402.1 Mus musculus chromosome 11 region in . . . 46 0.031 

EM MUS : AL663096 AL663096.16 Mouse DNA sequence from clone RP23-2... 46 0.031 

EM_MUS : AC124036 AC124036.5 Mus Musculus Strain C57BL6/J chromoso. . . 46 0.031 

EM INV: CEY54E2A AL032646.1 Caenorhabditis elegans YAC Y54E2A 46 0.031 

EM_INV: CEY39A1A AL031633.1 Caenorhabditis elegans YAC Y39A1A 46 0.031 

EM HUM: ACQ74120 AC074120.9 Homo sapiens BAG clone RP11-724M22 fr. . . 46 0.031 

EM MUS: AC112151 AC112151.3 Mus musculus chromosome 2 clone RP24-... 44 0.12 

EM_HUM : HS141H5 AL049176.3 Human DNA sequence from clone RP6-141H. . . 44 0.12 

EM_HUM : CNSO 1 SOY AL109769.5 Human chromosome 14 DNA sequence BAC ... 44 0.12 

EM_HUM: AC104622 AC104622.3 Homo sapiens BAC clone RP11-481L3 fro... 44 0.12 

EM HUM: AC023277 AC023277.5 Homo sapiens BAC clone RP11-438E5 fro... 44 0.12 

EM_PL : AF052570 AF052570.1 Populus balsamifera subsp. trichocarpa. . . 42 0.49 

EM PAT: AX348558 AX348558.1 Sequence 16 from Patent WO0202807. 42 0.49 

EM PAT: AX345555 AX345555.1 Sequence 626 from Patent WO0200928. 42 0.49 

EM PAT: AX345554 AX345554.1 Sequence 625 from Patent WO0200928. 42 0.49 

EM_PAT : AX345506 AX345506.1 Sequence 577 from Patent WO0200928. 42 0.49 

EM_PAT : AX344651 AX344651.1 Sequence 76 from Patent WO0200927. 42 0.49 

EM_PAT : AX344650 AX344650.1 Sequence 75 from Patent WO0200927. 42 0.49 

EM_PAT : AX344167 AX344167.1 Sequence 14 from Patent WO0200926. 42 0.49 

EM_PAT : AX281394 AX281394.1 Sequence 58 from Patent WO0177376. 42 0.49 

EM_PAT : AX281393 AX281393.1 Sequence 57 from Patent W00177376. 42 0.49 

EM_PAT : AX251753 AX251753.1 Sequence 14 from Patent WO0168911. 42 0.49 

EM OM: AC142302 AC142302.1 Pan troglodytes chromosome 7 clone RP4 . . . 42 0.49 

EM_MUS : AL845479 AL845479.8 Mouse DNA sequence from clone RP23-23... 42 0.49 

EM_MUS : AL731793 AL731793.18 Mouse DNA sequence from clone RP23-1... 42 0.49 

EM_MUS: AL591762 AL591762.13 Mouse DNA sequence from clone RP23-4... 42 0.49 

EM INV: CEY105C5A AL117193.2 Caenorhabditis elegans YAC Y105C5A 42 0.4 9 



EM_INV : CEK04G2 Z75712.1 Caenorhabditis elegans cosmid K04G2 
EM_INV : CEF57A10 Z9 6 04 8.1 Caenorhabditis elegans cosmid F57A10 
EM INV: CEF18C12 Z75536.1 Caenorhabditis elegans cosmid F18Ci2 
EM_HUM : HS243E7 AL022323.7 Human DNA sequence from clone CTA-243E. 
EM_HUM : CNS07EES AL445885.1 Human chromosome 14 DNA sequence BAC . 
EM HUM: CNS05TBV AL352976.3 Human chromosome 14 DNA sequence BAC . 
EM HUM: AL606465 AL606465.21 Human DNA sequence from clone RPll-7. 
EM HUM: AL590814 AL590814.5 Human DNA sequence from clone RPll-17. 
EM HUM: AL513327 AL513327.34 Human DNA sequence from clone RPll-4. 
EM_HUM : AL358552 AL3 58552. 19 Human DNA sequence from clone RPll-1. 
EM_HUM : AL353600 AL353600.10 Human DNA sequence from clone RPll-9. 
EM_HUM : AL157935 AL157935.28 Human DNA sequence from clone RPll-2. 
EM_HUM : AL139132 AL139132.16 Human DNA sequence from clone RPll-1. 
EMHUM: AL138876 AL138876.23 Human DNA sequence from clone RPll-1. 
EM HUM: AL138807 AL138807.12 Human DNA sequence from clone RP5-82. 
EM_HUM:AL138767 AL138767.15 Human DNA sequence from clone RPll-5. 
EM HUM: AL133544 AL133544.6 Human DNA sequence from clone RP1-71N. 
EM HUM: AL133320 AL133320.8 Human DNA sequence from clone RP4-547. 
EM_HUM : AC114484 AC114484.2 Homo sapiens chromosome 1 clone RP4-6. 
EM_HUM : AC113175 AC113175.2 Homo sapiens chromosome 1 clone RP4-7. 
EM HUM: AC096659 AC096659.1 Homo sapiens BAC clone RP11-45I20 fro. 
EM_HUM: AC0872 86 AC087286.12 Homo sapiens chromosome 15, clone RP. 
EM HUM: ACQ 8 003 7 AC080037.il Homo sapiens chromosome 17, clone CT. 
EM_HUM: AC027804 AC027804.7 Homo sapiens chromosome 11, clone RPl . 
EM_HUM : AC026333 AC026333.28 Homo sapiens 12 BAC RP11-324E6 (Rosw. 
EM HUM: AC025260 AC025260.29 Homo sapiens 12 BAC RPll-356022 (Ros. 
EM HUM: AC022746 AC022746.10 Homo sapiens chromosome 10, clone RP. 
EM HUM: AC018710 AC018710.4 Homo sapiens BAC clone RP11-296L20 fr. 
EM HUM: AC013603 AC013603.17 Homo sapiens, clone RP11-10D7, compl . 
EM HUM: ACO 11 73 9 AC011739.7 Homo sapiens BAC clone RP11-68H19 fro. 
EM_HUM: AC01112 0 AC011120.il Homo sapiens chromosome 17, clone RP. 
EM HUM: AC007656 AC007656.2 Homo sapiens 12q22 BAC RPCI11-534P6 (. 
EM STS; BV000756 BV000756.1 S210P6055FG3 . TO BALB/cByJ Mus musculu. 
EM PRO: APO 01 11 8 AP001118.1 Buchnera aphidicola str. APS (Acyrtho. 
EM PRO: AF2 7 91 06 AF279106.1 Uncultured proteobacterium EBAC31A08 . 
EM PRO: ABO 6 3 52 2 AB063522.2 Wigglesworthia brevipalpis DNA, compl. 
EM_PL : STCHLABP Z3 516 0.1 S. tuberosum gene for chlorophyll a/b bin. 
EM_PL: AF2 774 54 AF277454.1 2ea mays UMP synthase (UMPS) mRNA, UMP. 
EM_PAT: BD061520 BD061520.1 Genome DNA of symbiotic bacteria of a. 

1 Sequence 10 from Patent WO02057432. 
1 Sequence 1403 from Patent WO03008583. 
1 Sequence 307 from Patent WO0202807. 
1 Sequence 87 from Patent WO0202807. 
1 Sequence 1831 from Patent WO0200928. 
1 Sequence 1292 from Patent WO0200928. 
1 Sequence 134 from Patent WO0200927. 
1 Sequence 10 from Patent WO0200932 . 
1 Sequence 287 from Patent WO0200926. 
1 Sequence 85 from Patent WO0200926. 
1 Sequence 58 from Patent W00177164 . 
1 Sequence 113 from Patent WO0168911. 



EM PAT: AX696303 AX696303 
EM PAT: AX695776 AX695776, 
EM PAT: AX348849 AX348849 
EM PAT: AX348629 AX348629, 
EM PAT: AX346760 AX346760 
EM PAT: AX346221 AX346221, 
EM PAT: AX344 709 AX344709 
EM PAT: AX344559 AX344559, 
EM PAT: AX34444Q AX34444 0 
EM PAT: AX344238 AX344238, 
EM PAT: AX281316 AX281316 
EM PAT:AX251852 AX251852 
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>EM PAT: AX034340 AX034340.1 Sequence 2 from Patent WO0050637 . 
Length = 761 



Score = 1476 bits (738), Expect 
Identities = 761/761 (100%) 
Strand = Plus / Plus 



0.0 



Query: 1 ggtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctggggga 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 1 ggtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctggggga 60 



Query: 61 tacagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaac 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 tacagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaac 120 



Query: 



121 tgggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccg 180 



10 



• .. . J 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 121 tgggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccg 180 
Query: 181 cttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagtt 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIMIII 

Sbjct: 181 cttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagtt 240 
Query: 241 cttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggtt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 cttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggtt 300 
Query: 301 ttgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactacca 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 301 ttgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactacca 360 



Query: 361 cccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgc 420 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIMIIIII 

Sbjct: 361 cccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgc 420 
Query: 421 tttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggcca 480 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 421 tttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggcca 480 
Query: 481 aggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaaagggc 540 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 481 aggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaaagggc 540 
Query: 541 cagatagccccgccccggaagtgttctcttcgtggctactctagccgtagggcggtcata 600 

IIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 541 cagatagccccgccccggaagtgttctcttcgtggctactctagccgtagggcggtcata 600 
Query: 601 gtctctctcgsctctccctgkagttcttaamcyyccagggaaaraggatggaggtttagg 660 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 601 gtctctctcgsctctccctgkagttcttaamcyyccagggaaaraggatggaggtttagg 660 
Query: 661 ttcctccgttagcaccttccacgcttgcttcttcctcctcccggtctgcggcaaatcagt 720 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 661 ttcctccgttagcaccttccacgcttgcttcttcctcctcccggtctgcggcaaatcagt 720 



Query: 721 ctcacgaggtttttaaaaattattttttatctgctggcctt 761 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 721 ctcacgaggtttttaaaaattattttttatctgctggcctt 761 

>EM HUM: AK000553 AK000553.1 Homo sapiens cDNA FLJ20546 fis, clone KAT11504 . 
Length = 1233 

Score = 1010 bits (505), Expect = 0.0 
Identities = 535/544 (98%), Gaps = 3/544 (0%) 
Strand = Plus / Minus 



Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIII llllllllllllllll 

Sbjct: 541 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 483 

Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 482 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 423 
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Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 422 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 364 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 363 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 305 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 304 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 245 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiii 

Sbjct: 244 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 185 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 184 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 125 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 481 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 124 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 65 
Query: 482 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaaagggcc 541 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiii 

Sbjct: 64 ggaatcgtgaaccttaactttacaggcgccccacattctacacgctgaaaggaaagggcc 5 
Query: 542 agat 545 

Mil 

Sbjct: 4 agat 1 

>EM HUM: BC023521 BC023521.1 Homo sapiens, similar to hypothetical protein FLJ20546, 
clone MGC: 12607 IMAGE : 412684 0 , mRNA, complete cds . 
Length = 1224 

Score = 998 bits (499), Expect = 0.0 
Identities = 526/534 (98%), Gaps = 3/534 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii 

Sbjct: 540 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 482 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 481 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 422 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill IIIIIIIIIIIIIIIIII iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 421 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 363 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III imiiiiiiiiiiiimiiiiiiiiiiii IIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 362 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 304 



Query: 



242 



ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 



301 
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IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

Sbjct: 303 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 244 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllll 

Sbjct: 243 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 184 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 183 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 124 
Query: 422 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 481 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 123 ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 64 
Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaa 535 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 63 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaaggaa 10 

>EM HUM: HSM801637 AL13 6 66 9.1 Homo sapiens mRNA; cDNA DKFZp564B1172 (from clone 
DKFZp564B1172) ; complete cds 
Length = 1216 

Score = 994 bits (497), Expect = 0.0 
Identities = 524/532 (98%), Gaps = 3/532 (0%) 
Strand = Plus / Minus 

Query: 2 gtcctttaaagtctggttgctgggatacaccacgactcttccggtcaaagcctgggggat 61 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii 

Sbjct: 533 gtcctttaaagtctggttgctgggatacaccacgactcttccg-tcaaagcctgggggat 475 
Query: 62 acagaaggggctrgtcctcaaagtaatcccgccaataaaacayatagctggaggcaaact 121 

iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiii 

Sbjct: 474 acagaaggggctggtcctcaaagtaatcccgccaataaaacacatagctggaggcaaact 415 
Query: 122 gggaggycacgtgagtcatgaactttactggctcttcttttaaaccaattggttttccgc 181 

mill iiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 414 gggaggccacgtgagtcatgaactt-actggctcttcttttaaaccaattggttttccgc 356 
Query: 182 ttgwacacaaagctgtactcatcactctgtccataacgcgatcacaatatcctctagttc 241 

III iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 355 ttgaacacaaagctgtactcatcactctgtccata-cgcgatcacaatatcctctagttc 297 
Query: 242 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 301 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 296 ttccatcacagtctgcgcacatttggtcatcagctggagagcacggctgtcattgggttt 237 
Query: 302 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgnactaccac 361 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii llllllll 

Sbjct: 236 tgcaaagttgtgcttctcagcaaaccgatggaaattccggccgtccagccgcactaccac 177 
Query: 362 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 421 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 176 ccagcagtgtgccaggcaggtgtcgtcagcctcgaagtccctcacgtactcgaacttgct 117 



Query: 
Sbjct: 



422 
116 



ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 

IMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

ttttgccatggtcgcccccaatctcaggtaccgtctcagagtgatggaaatggtggccaa 



481 
57 
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Query: 4 82 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaagg 533 

llllllllilMMIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 56 ggaatcgtgaaccttaactttacaggcgccccacattctacacgcggaaagg 5 



Database : embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,34 5 

Lambda K H 

1.39 0.712 1.32 

Gapped 

Lambda K H 

1.39 0.712 1.32 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 3,692,575 

Number of Sequences: 2705345 

Number of extensions: 3692575 

Number of successful extensions: 331463 

Number of sequences better than 10,0: 624 

length of query: 761 

length of database: 4,161,295,712 

effective HSP length: 21 

effective length of query: 74 0 

effective length of database: 4,104,483,467 

effective search space: 3037317765580 

effective search space used: 3037317765580 

T: 0 

A: 0 



XI 
X2 
SI 
S2 



6 {12.0 bits) 
15 (30.0 bits) 
12 (24.5 bits) 
19 (38.5 bits) 
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SEQ ID 2 Alignment 

CLUSTAL w (1.83) multiple SEQID2uence alignment 

BC023521 - GGCACGAGGTTCCTTTCCGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

HSM8 01637 GGGGCCTTTCCGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BC001852 GGCACGAGGGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BCO 01523 GGCACGAGGGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

AKO 00553 ATCTGGCCCTTTCCTTTCAGCGTGTAGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BDl 57307 AGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

AKO 21663 AGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

BD145718 AGAATGTGGGGCGCCTGTAAAGTTAAGGTTCACGA 

SEQID2 GGTCCTTTAAAGTCTGGTTGCTGGG 

AX034340 GGTCCTTTAAAGTCTGGTTGCTGGG 

* *** ****** ★ ★ * ★ 

BC023521 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

HSM801637 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

BC001852 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

BC001523 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

AKO 00553 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

BD 1 5 7 3 0 7 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

AKO 21663 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

BD 1 4 5 7 1 8 TTCCTTGGCCACCATTTCCATCACTCTGAGACGGTACCTGAGATTGGGGGCGACCATGGC 

S EQ I D2 ATACACCACGACTCTTCCGGTCAAAGCCTGGGGGATACAGAAGGGGCTRGTCCTCAAAGT 

AXO 3 4 3 4 0 ATACACCACGACTCTTCCGGTCAAAGCCTGGGGGATACAGAAGGGGCTRGTCCTCAAAGT 

* ★ * ** ** * ★★* * ** * ** ★ * ** * 

BC023521 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

HSM801637 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BC001852 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BCO 0 1 5 2 3 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

AKO 00553 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BD 1 5 7 3 0 7 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

AKO 21663 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

BD 1 4 5 7 1 8 AAAAAGCAAGTTCGAGTACGTGAGGGACTTCGAGGCTGACGACACCTGCCTGGCACACTG 

S EQI D 2 AATCCCGCCAATAAAACAYATAGCTGGAGGCAAA- CTGGGAGG YCACGTGAGTCATGAAC 

AXO 3 4 3 4 0 AATCCCGCCAATAAAACAYATAGCTGGAGGCAAA - CTGGGAGGYCACGTGAGTCATGAAC 
** ★**★ * ** *★* * * * ** 

BC023521 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

HSM801637 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BC001852 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BC001523 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

AKO 00553 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BDl 57307 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

AKO 21663 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

BDl 4 5 7 1 8 CTGGGTGGTAGTGCGGCTGGACGGCCGGAATTTCCATCGGTTTGCTGAGAAGCACA 

SEQID2 TTTACTGGCTCTTCTTTTAAACCAATTGGTTTTCCGCTTGWACACAAAGCTGTACTCATC 

AXO 3 4 3 4 0 TTTACTGGCTCTTCTTTTAAACCAATTGGTTTTCCGCTTGWACACAAAGCTGTACTCATC 

* *** * * * * ***** * * ** * ** 

BC023521 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

HSM 801637 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BC001852 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BCO 01523 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

AKO 00553 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BDl 5 7 3 0 7 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

AKO 21663 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCAGAC 

BDl 4 5 7 1 8 ACTTTG - - CAAAACCCAATGACAGCCGTGCTCTCCAGCTGATGACCAAATGTGCGCANAC 

SEQID2 ACTCTGTCCATAACGCGATCACAAT-ATCCTCTAGTTCTTCCATCACAGTCTGCGCACAT 

AXO 3 4 3 4 0 ACTCTGTCCATAACGCGATCACAAT - ATCCTCTAGTTCTTCCATCACAGTCTGCGCACAT 
*** ** ** *★* ★ *★ *** * **** ** * * ★ ****** * 

BC 0 2 3 5 2 1 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

HSM801637 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

BC001852 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

BC001523 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

AKO 00553 TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 
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BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



TGTGATGGAAGAACTAGAGGATA - TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 
TGTGATGGAAGAACTAGAGGATA-TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 
TGTGATGGAAGAACTAGAGGATA-TTGTGATCGCGTATGGACAGAGTGATGAGTACAGCT 

TTGGTCATCAGCTGGAGAGCACGGCTGTCATTGGGTTTTG - CAAAGTTGTG CTTCT 

TTGGTCATCAGCTGGAGAGCACGGCTGTCATTGGGTTTTG - CAAAGTTGTG CTTCT 



* * * * * 



★ * * * ★ 



BCO 2 3 5 2 1 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

HSM801637 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

BCO 01852 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

BCO 0 15 23 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

AKO 0 0 5 5 3 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

BDl 57307 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

AKO 21663 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 

BDl 4 5 7 1 8 TTGTGTTCAAGCGGAAAACCAATTGGTTTAAAAGAAGAGCCAGTAAGTTCATGACTCACG 
SEQID2 CAGCAAACCGATGGAAATTCCGGCCGTCCAGCCGNACTACCACCCAGCA-GTGTGCCAGG 

AXO 34340 CAGCAAACCGATGGAAATTCCGGCCGTCCAGCCGNACTACCACCCAGCA- GTGTGCCAGG 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCAGTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 
TGGCCTCCCANTTTGCCTCCAGCTATGTGTTTTATTGG - - CGGGATTACTTTGAGGACCA 

CAGGTGTC - - GTCAGCCTCGAAGTCCCTCACGTACTCGAACTTGCTTTTTGCCATGGTCG 
CAGGTGTC - - GTCAGCCTCGAAGTCCCTCACGTACTCGAACTTGCTTTTTGCCATGGTCG 



****** * 



** ★ * 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCGTGGTGTATCCCAGCAACC 

GCCCC TTCTGTATCCCCCAGGCTTTGACGGAAGAGTCNNGGTGTATCCCAGCAACC 

CCCCCAATCTCAGGTACCGTCTCAGAGTGATGGAAATGGTGGCCAAGGAATCGTGAACCT 
CCCCCAATCTCAGGTACCGTCTCAGAGTGATGGAAATGGTGGCCAAGGAATCGTGAACCT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 
AGACTTTAAAGGACTACCTCA 



- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
- GCTGGCGACAAGCAGATTGTCACATCAATAATCTT 
TAACTTTACAGGCGCCCCACATTCTACACGCGGAAAGGAAAGGGCCAGATAGCCCCGCCC 
TAACTTTACAGGCGCCCCACATTCTACACGCGGAAAGGAAAGGGCCAGATAGCCCCGCCC 
****** *** ** ** * *** *** ******* * 



BCO 2 3521 TATAA- TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

HSM8 01637 TATAA- TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

BCO 0 1 8 5 2 TATAA- TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

BCO 01523 TATAA- TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

AKO 00553 TATAA- TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

BDl 5 7 3 0 7 TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

AKO 21663 TATAA- TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 

BDl 4 5 7 1 8 TATAA - TACAGTTTTC - TGGGCACTTATACAACAATCTGGAC - TAACACCAGTACAAGCC 
SEQID2 CGGAAGTGTTCTCTTCGTGGCTACTCTAGCCGTAGGGCGGTCATAGTCTCTCTCGSCTCT 

AXO 34340 CGGAAGTGTTCTCTTCGTGGCTACTCTAGCCGTAGGGCGGTCATAGTCTCTCTCGSCTCT 



* * * * * * 



k* * * * 



BC023521 CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 

HSMB 0 163 7 CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 

BC001852 CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 

BC001523 CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
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AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTTTGTTTTCTGAATTC 
CAAGGGAGATTACAGGGAACTCTTGCAGCAGACAAGAATGAGATTNTGTTTTCTGAATTC 

CCCTGKAGTTCTTA- - -AMCYYC- -CAGGGAAARAGGATGGAGGTTTAGGTTCCTCCGTT 
CCCTGKAGTTCTTA- - -AMCYYC- -CAGGGAAARAGGATGGAGGTTTAGGTTCCTCCGTT 



BC023521 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

HSM801637 AACATCAACTATAATAATGAGCTGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BC001852 AACATCAACTATAATAATGAGCTGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BC001523 AACATCAACTATAATAATGAGCTGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

AKO 0 0 5 5 3 AACATCAACTATAACAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BDl 5 7 3 0 7 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

AKO 21663 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAG 

BDl 45718 AACATCAACTATAATAATGAGCCGCCGATGTATAGGAAAGGGACTGTGTTGATATGGCAN 

SEQID2 AGCACCTTCCACGCT- -TGCTTCTTCCTCCTCCCG- GTCTGCGGCAA AT 

AXO 3 4 3 4 0 AGCACCTTCCACGCT - - TGCTTCTTCCTCCTCCCG GTCTGCGGCAA AT 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAA-GAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 
AAGGTGGATGAAGTGATGACAAAAAGAAATTAAGCTGCCAACAGAAATGGAAGGAAAAAA 

CAGTCTCACGAGGTTTTTAAAAATTATTTTTTATCTGCTGGCCTT 

CAGTCTCACGAGGTTTTTAAAAATTATTTTTTATCTGCTGGCCTT 

*★ * ** ** * * *** ** * **** * 



BC023521 

HSM801637 

BC001852 

BC001523 

AK000553 

BD157307 

AK021663 

BD145718 

SEQID2 

AX034340 



GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC-GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC - GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC-GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCC-GGACCAGGACAAAGCCAGTGCCCTTGCACTGCGATATCATCGGGG 
GATGGCAGTGACCCCGGACCAGGACAAA-CCAGTGCCCTTGNACTGGGATATCATCGGGG 
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SEQ ID 3 Blast Results 

BLASTN 2.2.4 [Aug-26-2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997) , 
"Gapped BLAST and PS I -BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:3389-3402. 

Query= SEQ ID 3 

(393 letters) 

Database : embl 

2,705,345 sequences; 4,161,295,712 total letters 



Score E 

Sequences producing significant alignments: (bits) Value 

EM_PAT : AX034341 AX034341.1 Sequence 3 from Patent WO0050637. 773 0.0 

EM_HUM : AC026407 AC026407.4 Homo sapiens chromosome 5 clone CTC-3... 747 0.0 

EM HUM : AL4 50425 AL450425.13 Human DNA sequence from clone RPll-2... 50 0.001 

EM_HUM : AL590103 AL590103.12 Human DNA sequence from clone RPll-1... 48 0.005 

EM_HUM : AL356420 AL356420.14 Human DNA sequence from clone RPll-3... 46 0.020 

EM MUS: AL928909 AL928909.7 Mouse DNA sequence from clone RP23-32... 44 0.081 

EM HUM: AC117465 AC117465.13 Homo sapiens 3 BAG RP11-706D8 (Roswe. . . 44 0.081 

EM_HUM : AC108699 AC108699.3 Homo sapiens 3q BAG RP11-13I12 (Roswe... 44 0.081 

EM_HUM : AC104435 AC104435.2 Homo sapiens chromosome 3 clone RP11-... 44 0.081 

EM_HUM : AC099050 AC099050.2 Homo sapiens chromosome 3 clone RP11-... 44 0.081 

EM HUM: AC097369 AC097369.2 Homo sapiens chromosome 3 clone RP11-... 44 0.081 

EM HUM: AC069066 AC069066.22 Homo sapiens 3 BAG RP11-261E7 (Roswe... 44 0.081 

EM_PAT:AX317804 AX317804 . 1 Sequence 65 from Patent WO0190313 . 42 0.32 

EM OV: AL840631 AL840631.9 Zebrafish DNA sequence from clone DKEY. . . 42 0.32 

EM MUS: AC125138 AC125138.4 Mus musculus chromosome 5 clone RP24-... 42 0.32 

EM HUM: HS107N3 Z75741.1 Human DNA sequence from clone RP1-107N3 ... 42 0,32 

EM HUM: AL590636 AL590636.12 Human DNA sequence from clone RPll-5... 42 0.32 

EM HUM: AL356215 AL356215.il Human DNA sequence from clone RP4-60... 42 0.32 

EM HUM: AL356128 AL356128.27 Human DNA sequence from clone RPll-3... 42 0.32 

EM HUM: AL139234 AL139234.19 Human DNA sequence from clone RP3-43... 42 0.32 

EM HUM: AC124915 AC124915.5 Homo sapiens chromosome 3 clone RP11-... 42 0.32 

EM HUM: ACQ 993 2 6 AC099326.1 Homo sapiens chromosome 3 clone RP11-... 42 0.32 

EM HUM: AC080089 AG080089.5 Homo sapiens BAG clone RP11-785J10 fr. . . 42 0.32 

EM HUM: AC004991 AG004991.1 Homo sapiens PAG clone RP5-1186G1 fro... 42 0.32 

EM PL: AP003104 AP003104.2 Oryza sativa (japonica cultivar-group) . . . 40 1.3 

EM_OV : BC042228 BC042228.1 Xenopus laevis. Similar to frizzled ho... 40 1.3 

EM OV: AL92 956 8 AL929568.12 Zebrafish DNA sequence from clone GH2.,. 40 1.3 

EM OV: AL845320 AL845320.10 Zebrafish DNA sequence from clone DKE. . . 40 1.3 

EM OR: ADE431040 AJ431040.1 Androya decaryi chloroplast rpslS gen... 40 1.3 

EM_MUS: AL683896 AL683896.5 Mouse DNA sequence from clone RP23-18... 40 1.3 

EM_MUS: AL589871 AL589871.13 Mouse DNA sequence from clone RP23-3... 40 1.3 

EM MUS: AC121582 AG121582.3 Mus musculus chromosome 3 clone RP23-... 40 1.3 

EM_MUS:AC098719 AG098719.3 Mus musculus clone RP23-2M3, complete... 40 1.3 

EM_INV: CEC18E9 Z70034 . 1 Caenorhabditis elegans cosmid G18E9 4 0 1.3 

EM_INV: AC115608 AG115608.2 Dictyostelium discoideum chromosome 2... 40 1.3 

EM HUM: HS4 79J7 AL035608.il Human DNA sequence from clone RP3-479. . . 40 1.3 

EM HUM: HS462023 AL031431 . 8 Human DNA sequence from clone RP3-462... 40 1.3 

EM_HUM : HS257I20 AL021878.2 Human DNA sequence from clone RPl-257... 40 1.3 

EM_HUM : CNSOIDXI AL139317.5 Human chromosome 14 DNA sequence BAG ... 4 0 1.3 

EM_HUM : BX247885 BX247885.il Human DNA sequence from clone RP4-66... 40 1.3 

EM_HUM : AL590783 AL590783.S Human DNA sequence from clone RPll-39... 40 1.3 

EM_HUM : AL360176 AL360176.22 Human DNA sequence from clone RPll-1... 40 1.3 

EM_HUM : AL354680 AL354680.14 Human DNA sequence from clone RPll-5... 40 1.3 

EM_HUM : AL163542 AL163542 . 8 Human DNA sequence from clone RPll-36... 40 1.3 

EM_HUM : AK098294 AK098294.1 Homo sapiens cDNA FLJ40975 fis, clone... 40 1.3 

EM HUM: AK096725 AK096725.1 Homo sapiens cDNA FLJ39406 fis, clone... 40 1.3 

EM_HUM : AF043906 AF043906.1 Homo sapiens T245 protein (T245) mRNA. . . 40 1.3 

EM_HUM : AC129980 AG129980.6 Homo sapiens chromosome 15, clone GTD. . . 40 1.3 

EM_HUM:AC124945 AG124 945 .12 Homo sapiens 3 BAG RP11-397K18 (Rosw. . . 40 1.3 



18 



EM HUM: AC112512 AC112512.6 Homo sapiens 3 BAG RP11-717D12 (Roswe. 
EM HUM: AC110620 AC11062 0.3 Homo sapiens BAG clone RP11-683I7 fro. 
EM HUM: AC104420 AC104420.2 Homo sapiens chromosome 15, clone RPl . 
EM HUM: AC102803 AC102803.3 Homo sapiens chromosome 18, clone RPl. 
EM HUM: AG100775 AC100775.3 Homo sapiens chromosome 18, clone GTD. 
EM HUM: AC099778 AC099778.2 Homo sapiens chromosome 3 clone RP11-. 
EM HUM: AG099522 AC099522.3 Homo sapiens chromosome 5 clone RP11-. 
EM HUM: AC093503 AC093503.2 Homo sapiens chromosome 19 clone CTB- . 
EM HUM: AC092995 AC092995.7 Homo sapiens 3 BAG RP11-692L6 (Roswel. 
EM HUM: AC092644 AC092644.3 Homo sapiens BAG clone RP11-394A2 fro. 
EM HUM: AGO 924 18 AC092418.3 Homo sapiens chromosome 3 clone RPll- . 
EM_HUM:AC091799 AC091799.5 Homo sapiens BAG clone RP11-416N13 fr. 
EM HUM: AG055782 AC055782.9 Homo sapiens chromosome 15, clone RPl. 
EM HUM: AG027250 AG027250.8 Homo sapiens chromosome 8, clone RPll. 
EM_HUM : AC025765 AG025765.6 Homo sapiens chromosome 5 clone GTB-5. 
EM_HUM : AC022254 AG022254.il Homo sapiens chromosome 15, clone RP. 
EM HUM: AGO 13 7 24 AG013724.8 Homo sapiens BAG clone RP11-319E12 fr. 
EM HUM: AGO 112 91 AG011291.8 Homo sapiens BAG clone RP11-67G7 from. 
EM_HUM : AC008942 AC008942.6 Homo sapiens chromosome 5 clone CTD-2. 
EM_HUM : AC008883 AG008883.6 Homo sapiens chromosome 5 clone CTD-2. 
EM HUM: AC008781 AG008781.7 Homo sapiens chromosome 5 clone GTD-2. 
EM HUM: AGO 084 07 AG008407.4 Homo sapiens chromosome 5 clone GTG-2, 
EM HUM: AG008167 AG008167.5 Homo sapiens BAG clone RPll-172013 fr. 
EM HUM: AG005994 AG005994.2 Homo sapiens PAG clone RP6-116J24 fro. 
EM_HUM : AC005702 AG005702.1 Homo sapiens chromosome 17, clone hRP. 
EM HUM: AGO 0 53 6 8 AG005368.1 Homo sapiens chromosome 5, BAG clone . 
EM HUM: AC005041 AGO 0504 1.2 Homo sapiens BAG clone RP11-523H20 fr. 
EM HUM: AG004 856 AGO 04 8 5 6.1 Homo sapiens PAG clone RP4-676L20 fro. 
EM FUN: NC5E6 AL670004.1 Neurospora crassa DNA linkage group V Go. 
EM VI: DENENVGL1 L10041.1 Dengue virus Type 2 (clone BRAZIL) enve . 
EM VI : AY079424 AY079424.1 Dengue virus type 2 strain Sullana-Per. 
EM_VI : AY079423 AY079423.1 Dengue virus type 2 strain Sullana-Per. 
EM_VI : AF489932 AF489932.1 Dengue Virus Type 2 strain BR64 022, co. 
EM VI: AF403513 AF403513.1 HIV-1 isolate 1011-4 from USA envelope. 
EM VI: AF398106 AF398106.1 Dengue virus type 2 isolate lard3146 e. 



strain Peru 9829-0. 
strain Peru 9617-0. 
strain Peru 1088-0. 
isolate LARD1996 e. 
isolate LARD1910 e. 
isolate IiARD1657 e. 
envelope glycoprot . 
strain PTGOL96 env. 



EM VI: AF378167 AF378167.1 Dengue virus type 2 
EM VI: AF378166 AF378166.1 Dengue virus type 2 
EM VI: AF378165 AF378165.1 Dengue virus type 2 
EM_VI: AF363083 AF363083.1 Dengue virus type 2 
EM VI: AF363Q81 AF363 081.1 Dengue virus type 2 
EM VI: AF363072 AF363072.1 Dengue virus type 2 
EM VI: AF308865 AF308865.1 Dengue virus type 2 
EM VI: AF163096 AF163096.1 Dengue virus type 2 
EM STS: G72309 G72309.1 Stnl73 Stickleback cDNA Gasterosteus acul . 
EM STS: BTU95 713 U95713.1 Bos taurus microsatellite DVEPG027, seq. 
EM RO: AGO 8 7 06 6 AG087066.3 Rattus norvegicus clone RP31-194D8 str. 
EM PR0: EGGS3P X16944.1 Escherichia coli DNA for genes involved i. 
EM_PRO : CNSPAX06 AJ248288.1 Pyrococcus abyssi complete genome; se. 
EM PROr BBFLIEA L75945.1 Borrelia burgdorferi flagellar hook prot . 
EM_PRO : BB43739 U4 3 73 9.1 Borrelia burgdorferi fesmid clone 31, co. 
EM PRO: AP000995 AP000995.2 Thermoplasma volcainium genomic DNA, c. 
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>EM_PAT : AX034341 AX034341.1 Sequence 3 from Patent WO0050637. 
Length = 393 

Score = 773 bits (390), Expect =0.0 
Identities = 393/393 (100%) 
Strand = Plus / Plus 



Query: 1 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 60 



Query: 61 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 120 



Query : 



121 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 180 
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IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

Sbjct: 121 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 180 
Query: 181 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 24 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIlllllllllllllll 

Sbjct: 181 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 240 
Query: 241 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 300 
Query: 301 ccacaatgctttgatcgggaaagacggagaaacaaagtgttaattttcttaactatagtt 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 301 ccacaatgctttgatcgggaaagacggagaaacaaagtgttaattttcttaactatagtt 360 
Query: 361 ttnggtgtattccagattttctacaagttaata 393 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Sbjct: 361 ttnggtgtattccagattttctacaagttaata 393 

>EM HUM: AC0264Q7 AC0264 07.4 Homo sapiens chromosome 5 clone CTC-370J7, complete sequence. 
Length = 155344 

Score = 747 bits (377), Expect = 0.0 
Identities = 391/393 (99%), Gaps = 2/393 (0%) 
Strand = Plus / Minus 

Query: 1 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 117056 atgacacaaatattaggattttatttttactattatccaccagcaacaagatatcaaaca 116997 
Query: 61 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 120 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIII 

Sbjct: 116996 ctggttctgtgattatttaatggtgaaaaagttgaataaatcaatttagtatacccatat 116937 
Query: 121 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116936 gttggaatattgagtccatttttcttttaaaaatcacactttggaataattgatgatact 116877 
Query: 181 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 24 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 116876 ggcaaatgctcaagctgagtggaaaaatatataaacattgtataggcgaataattccaat 116817 
Query: 241 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 116816 cttgtgcattccctgtgtaaacctacatacacaaaaagaaaaaagactgaaaggaaccat 116757 
Query: 301 ccacaatgctttgatcgggaaagacggagaaacaaagtgttaattttcttaactatagtt 360 

lllllllllllllll IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 116756 ccacaatgctttgat-gggaaagacggagaaacaaagtgttaattttcttaactatagtt 116698 
Query: 361 ttnggtgtattccagattttctacaagttaata 393 

II IIIIIIIIIIIIIIMIIIIIIIIIIIIII 

Sbjct: 116697 tt-ggtgtattccagattttctacaagttaata 116666 



Database: embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 



Number of sequences in database: 2,705,34 5 



Lambda 



K 



H 



1.37 



0 .711 



1.31 



Gapped 
Lambda 



K 



H 



1.37 



0.711 



1.31 



Matrix: blastn matrix: 1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 4,560,551 

Number of Sequences: 2705345 

Number of extensions: 4560551 

Number of successful extensions: 450098 

Number of sequences better than 10.0: 326 

length of query: 393 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 373 

effective length of database: 4,107,188,812 

effective search space: 1531981426876 

effective search space used: 1531981426876 

T: 0 

A: 0 

XI: 6 {11.9 bits) 
X2: 15 (29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 
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SEQ ID 3 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 

SEQID3 ATGACACAAATATTAGGATTTTATTTTTACTATTATCCACCAGCAACAAGA 

AXO 34341 ATGACACAAATATTAGGATTTTATTTTTACTATTATCCACCAGCAACAAGA 

AC 0 2 6 4 0 7 ACCTAAAAAAAAAAAAAAAAAAAAAAATTCTTTTTCTGGTGTTTGAAGGTGTAGCTGTGA 

* * * *** * ★ *** * *** * * ** ** 

S EQI D3 TATCAAACACTGGTTCTGTGA TTATTTAATGGTGAAAAAGTTGAATAAATCAATTTA 

AX 0 3 4 3 4 1 TATCAAACACTGGTTCTGTGA TTATTTAATGGTGAAAAAGTTGAATAAATCAATTTA 

ACO 2 6 4 0 7 TGTTTCCCCTTTTCTTAGTGGCATTTATTAACTTGTAGAAAATCTGGA ATACA 

* * * * * *** ***** * * ** **** ** * ** * 

SEQID3 GTATACCCATATGTTGGAATATTGAGTCCATTTTTCTTTTAAAAATCACACTTTGGAATA 
AXO 3 4 3 4 1 GTATACCCATATGTTGGAATATTGAGTCCATTTTTCTTTTAAAAATCACACTTTGGAATA 
ACO 26407 CCAAT^CTATAGTTAAGAAAATTAACACTTTGTTTCTCC -GTCTTTCCCATCAAAGCATT 

* * * ★** * *** *** * * * ***** ** ** * ** 

SEQ I D3 ATTGATGATACTGGCAAATGCTCAAGCTGAGTGGAAAAATATATAAACATTGTATAGGCG 
AXO 34341 ATTGATGATACTGGCAAATGCTCAAGCTGAGTGGAAAAATATATAAACATTGTATAGGCG 
ACO 26407 GTGGATGGTTCCTTTCAGTCTTTTTTCTTTTTGTGTATGTAGGTTTACACAGGGAATGCA 

* **** * * * * * ** ** * ** * *** * * ** 

S EQ I D3 AATTU^TTCCAATCTTGTGCATTCCCTGTGTAAACCTACATACACAAAAAGAAAAAAGACT 
AXO 3 4 3 4 1 AATAATTCCAATCTTGTGCATTCCCTGTGTAAACCTACATACACAAAAAGAAAAAAGACT 
AC026407 CAAGATTGGAATTATTCGCCTATACAATGTTTATATATTTTTCCACTCAGCTTGAGCATT 

* *** *** * ** * * **★ * ** * ** ** * * * 

SEQID3 GAAAGGAACCATCCACAATGCTTTGATCGGGAAAGACGGAGAAACAAAGTGTTAATTTTC 
AXO 34341 GAAAGGAACCATCCACAATGCTTTGATCGGGAAAGACGGAGAAACAAAGTGTTAATTTTC 
ACO 26407 TGCCAGTATCATCAATTATTCCAAAGTGTGATTTTTAAAAGAAAAATGGACTCAATATTC 
* * **** * ** * * * ***** * * * *** *** 

SEQID3 TTAACTATAGTT TTNGGTGTATTC- - - CAGATTTTCTACAAGTTAATA 

AXO 3 4 3 4 1 TTAACTATAGTT TTNGGTGTATTC CAGATTTTCTACAAGTTAATA 

ACO 26407 CAACATATGGGTATACTAAATTGATTTATTCAACTTTTTCACCATTAAATAATCACAGAA 

* *** * * * * *** ** **★* ** * * **** 
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SEQ ID 4 Blast Results 

BLASTN 2.2.4 [Aug-26-2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997) , 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= /ebi/extserv/old-work/957195 . 880250-18403 .blastall . a [Unknown 
form] , 435 bases, 7E9228B6 checksum. 
(435 letters) 

Database: embl 

2,705,345 sequences; 4,161,295,712 total letters 



Score E 

Sequences producing significant alignments: (bits) Value 

EM PAT: AX034342 AX034342.1 Sequence 4 from Patent WO0050637. 862 0.0 

EM PAT: AX578032 AX578032.1 Sequence 154 from Patent WO02081745. 759 0.0 

EM PAT: AX034371 AX034371.1 Sequence 33 from Patent WO0050637. 759 0.0 

EM_HUM:IR0324951 AL359060.1 Homo sapiens mRNA full length insert... 759 0.0 

EM_HUM : IR0265368 AL359059.1 Homo sapiens mRNA full length insert,.. 759 0.0 

EM_HUM : AK095972 AK095972.1 Homo sapiens cDNA FLJ38653 fis, clone... 759 0.0 

EM_HUM : AK095890 AK095890.1 Homo sapiens cDNA FLJ38571 fis, clone... 759 0.0 

EM HUM: AK095741 AK095741.1 Homo sapiens cDNA FLJ38422 fis, clone... 759 0.0 

EM HUM: AF110137 AF110137.2 Homo sapiens gremlin mRNA, complete cds . 759 0.0 

EM_HUM: AC090877 AC090877.4 Homo sapiens chromosome 15, clone RPl . . . 759 0.0 

EM_HUM: AF154054 AF154054.1 Homo sapiens DRM (DRM) mRNA, complete... 658 0.0 

EM STS: G36759 G36759.1 SHGC-54520 Human Homo sapiens STS cDNA, s... 624 e-176 

EM PAT : BD02 9835 BD029835.1 Sequence tag and encoded human protein. 476 e-132 

EM PAT: AX333075 AX333075.1 Sequence 3584 from Patent WO0194629, 446 e-123 

EM PAT: AX332577 AX332577.1 Sequence 3086 from Patent WO0194629. 446 e-123 

EM_PAT : AX332599 AX332599.1 Sequence 3108 from Patent WO0194629. 327 4e-87 

EM__MUS : AC121912 AC121912.3 Mus musculus chromosome 14 clone RP24 . . . 46 0.023 

EM_PAT : AX344836 AX344836.1 Sequence 261 from Patent WO0200927. 44 0.090 

EM_PAT : AX323693 AX323693.1 Sequence 181 from Patent WO0192565. 44 0.090 

EM_PAT : AX277996 AX2 77996.1 Sequence 159 from Patent WO0177375. 44 0.090 

EM_HUM : CNS00009 AL049830.3 Human chromosome 14 DNA sequence BAG ... 44 0.090 

EM_PL : ATF18P9 AL138654.1 Arabidopsis thaliana DNA chromosome 3, . . . 42 0.36 

EM PAT: AX346755 AX346755.1 Sequence 1826 from Patent WO0200928. 42 0.36 

EM PAT: AX034357 AX034357.1 Sequence 19 from Patent WO0050637. 42 0.36 

EM_MUS : AL808128 AL808128.4 Mouse DNA sequence from clone RP23-38... 42 0.36 

EM_MUS : AC024608 AC024608.4 Mus musculus chromosome 5 clone RP23-... 42 0.36 

EM INV: AY190959 AY190959.1 Drosophila willistoni clone DWIF01_5_. . . 42 0.36 

EM INV: AE003694 AE003694.3 Drosophila melanogaster chromosome 3R. . . 42 0.36 

EM INV: AGO 078 8 9 AC007889.8 Drosophila melanogaster, chromosome 3... 42 0.36 

EM INV: AGO 076 92 AC007692.4 Drosophila melanogaster, chromosome 3... 42 0.36 

EM HUM: AC112721 AC112721.3 Homo sapiens BAG clone RP11-704F14 fr... 42 0.36 

EM HUM: AC025895 AC025895.9 Homo sapiens, clone RP11-610C20, corap. . . 42 0.36 

EM_STS : G46102 G46102.1 Z6496_l Zebrafish AB Danio rerio STS geno. . . 40 1.4 

EM_PRO : RSBTNIFH K02676,l Rhizobium BTAil nifH gene, promoter reg. . . 40 1.4 

EM PL: AP005296 AP005296.3 Oryza sativa (japonica cultivar-group) . . . 40 1.4 

EM_PL : AP004273 AP004273.2 Oryza sativa (japonica cultivar-group)... 40 1.4 

EM PAT: AX348565 AX348565.1 Sequence 23 from Patent WOO202807. 40 1.4 

EM_PAT : AX347349 AX34734 9.1 Sequence 2420 from Patent WO0200928. 4 0 1.4 

EM PAT: AX345076 AX345076.1 Sequence 147 from Patent WO0200928. 40 1.4 

EM PAT: AX344553 AX344553.1 Sequence 4 from Patent WO0200932 . 40 1.4 

EM PAT: AX339174 AX339174.1 Sequence 41 from Patent WO0176451. 40 1.4 

EM PAT: AX251756 AX251756.1 Sequence 17 from Patent WO0168911. 40 1.4 

EM OV: AL935306 AL935306.6 Zebrafish DNA sequence from clone DKEY. . . 40 1.4 

EM MUS: AL808105 AL808105.15 Mouse DNA sequence from clone RP23-2... 40 1.4 

EM MUS: AL807804 AL807804.16 Mouse DNA sequence from clone RP23-1... 40 1.4 

EM MUS: AC123922 AC123922.3 Mus musculus chromosome 1 clone RP24-... 40 1.4 

EM_MUS : AC122198 AC122198.2 Mus musculus chromosome 1 clone RP23-... 40 1.4 

EM INV: CEY17G7B AL023828.1 Caenorhabditis elegans YAC Y17G7B 4 0 1.4 
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EM_INV: AE003548 AE003548,3 Drosophila melanogaster chromosome 3L... 40 1.4 

EM INV: AC010558 AC010558.4 Drosophila melanogaster 3L BAC RPCI98... 40 1.4 

EM_INV : ACOiqOie AC010016.6 Drosophila melanogaster 3L BAC RP98-1... 40 1.4 

EM HUMi HS340Nl Z98257.1 Human DNA sequence from clone RP3-340N1 ... 40 1.4 

EM HUM: HS118J21 AL033527.26 Human DNA sequence from clone RPl-11... 40 1.4 

EM HUM: AL589645 AL589645.10 Human DNA sequence from clone RPll-2... 40 1.4 

EM HUM: AL513480 AL513480.21 Human DNA sequence from clone RPll-4... 40 1.4 

EM HUM: AL450483 AL450483.1 Human DNA sequence from clone RPll-44... 40 1.4 

EM HUM: AL391707 AL391707.9 Human DNA sequence from clone RPll-16... 40 1.4 

EM HUM: AL161897 AL161897.6 Human DNA sequence from clone RPll-26... 40 1.4 

EM HUM: AL158198 AL158198.14 Human DNA sequence from clone RPll-2... 40 1.4 

EM HUM: AL136975 AL136975.6 Human DNA sequence from clone RP3-449... 40 1.4 

EM HUM: AF206725 AF206725.6 Homo sapiens chromosome 8 clone CTA-3 . . . 40 1.4 

EM HUM: AE014308 AE014308.1 Homo sapiens chromosome 13q34 schizop... 40 1.4 

EM_HUM : AC132807 AC132807.2 Homo sapiens chromosome 3 clone RPll- . . . 40 1.4 

EM HUM: AC131157 AC131157.4 Homo sapiens 12 BAC RP11-70F11 (Roswe... 40 1.4 

EM_HUM : AC110012 AC110012.5 Homo sapiens chromosome 8, clone CTD- . . . 40 1.4 

EM HUM: AC108163 AC108163.3 Homo sapiens BAC clone RP11-694K14 fr... 40 1.4 

EM HUM: AC104 814 AC104814.5 Homo sapiens BAC clone RP11-683C4 fro... 40 1.4 

EM HUM: AC104297 AC104297.1 Homo sapiens chromosome 3 clone RPll- . . . 40 1.4 

EM HUM: AC104088 AC104088.6 Homo sapiens BAC clone RP11-744C22 fr, . . 40 1.4 

EM HUM: AC100863 AC100863.2 Homo sapiens chromosome 18, clone RPl . . . 40 1.4 

EM HUM: AC100801 AC100801.4 Homo sapiens chromosome 8, clone CTA- . . . 40 1.4 

EM HUM: AC097518 AC097518.2 Homo sapiens BAC clone RP11-487E13 fr. . . 40 1.4 

EM HUM: AC09062 7 AC090627.4 Homo sapiens chromosome 17, clone CTD... 40 1.4 

EM_HUM : AC034239 AC034239.5 Homo sapiens chromosome 5 clone CTD-2 . . . 40 1.4 

EM HUM : AC02 3430 AC023430.18 Homo sapiens chromosome 2 clone RPll... 40 1.4 

EM HUM: AC018529 AC018529.12 Homo sapiens, clone RP11-4B16, compl . . . 40 1.4 

EM HUM: AC006226 AC006226.4 Homo sapiens chromosome 4 clone COOll... 40 1.4 

EM VI : AB040456 AB040456.1 Human papillomavirus type 71 DNA, comp... 38 5.6 

EM_PRO:AE006091 AE006 091.1 Pasteurella multocida PM70 section 58... 38 5.6 

EM_PL: OSJN00125 AL606998.2 Oryza sativa genomic DNA, chromosome ... 38 5.6 

EM_PL : OSJN00053 AL606623.2 Oryza sativa genomic DNA, chromosome ... 38 5.6 

EM PL: ATMAA21 AL163818.1 Arabidopsis thaliana DNA chromosome 3, . . . 38 5.6 

EM PL: ATF24A6 AL035396.1 Arabidopsis thaliana DNA chromosome 4, ... 38 5.6 

EM PL: ATCHRIV62 AL161562.2 Arabidopsis thaliana DNA chromosome 4... 38 5.6 

EM PL: AP003334 AP003334.4 Oryza sativa (japonica cultivar-group) . . . 38 5.6 

EM PL: AP001300 AP001300.1 Arabidopsis thaliana genomic DNA, chro. . . 38 5.6 

EM PL: AC006550 AC006550.2 Arabidopsis thaliana chromosome 1 BAC ... 38 5.6 

EM PL: AB026295 AB026295.2 Oryza sativa (japonica cultivar-group)... 38 5.6 

EM_PL : AB010068 AB010068.1 Arabidopsis thaliana genomic DNA, chro... 38 5.6 

EM PAT: AX659126 AX659126.1 Sequence 97 from Patent WO02103041. 38 5.6 

EM PAT: AX657852 AX657852.1 Sequence 97 from Patent WO02103042. 38 5.6 

EM_PAT : AX598971 AX598971.1 Sequence 311 from Patent WO02077272 . 3 8 5.6 

EM_PAT : AX598899 AX598899.1 Sequence 239 from Patent WO02077272 . 38 5.6 

EM PAT: AX598825 AX598825.1 Sequence 165 from Patent WO02077272 . 38 5.6 

EM PAT: AX598733 AX598733.1 Sequence 73 from Patent WO02077272. 38 5.6 

EM PAT: AX509096 AX509096.1 Sequence 3791 from Patent WO0216655. 38 5.6 

EM PAT: AX508026 AX508026.1 Sequence 2721 from Patent WO0216655. 38 5.6 

EM PAT: AX458610 AX458610.1 Sequence 156 from Patent WO0246454. 38 5.6 

EM PAT: AX458515 AX458515.1 Sequence 61 from Patent WO0246454 . 38 5.6 

EM PAT: AX349191 AX349191.1 Sequence 117 from Patent WO0202808. 38 5.6 

>EM PAT: AX034 342 AX034342.1 Sequence 4 from Patent WO0050637. 
Length = 435 

Score = 862 bits (435), Expect = 0.0 
Identities = 435/435 (100%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 
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Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

Sbjct: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 
Query: 421 ttgtccacattctcc 435 

IIIIIIIIIMIIII 

Sbjct: 421 ttgtccacattctcc 435 

>EM_PAT: AX578032 AXS78032.1 Sequence 154 from Patent WO0208174 5. 
Length = 4 04 9 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand = Plus / Plus 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Sbjct: 2180 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2239 
Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

Sbjct: 2240 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2299 
Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2300 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2359 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2360 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2419 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiii 

Sbjct: 2420 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 2478 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

Illllllllllllllll III Illllllllllllllll mill llllllllll II 

Sbjct: 2479 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 2534 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

llllllllll iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2535 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2593 
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Query: 421 ttgtccacattctcc 435 

lllllllllllllll 
Sbjct: 2594 ttgtccacattctcc 2608 



>EM PAT: AX034371 AX034371.1 Sequence 33 from Patent WO0050637. 
Length = 4049 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%), Gaps = 6/435 (1%) 
Strand - Plus / Plus 



Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

lllilllllllllllllllllllllllllllllllllllllllllllllllMIIIIIII 

Sbjct: 2180 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 2239 



Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

IMIIIIIIIIIIIIIIMIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2240 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 2299 

Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2300 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 2359 

Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2360 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 2419 

Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII lllllll 

Sbjct: 2420 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 2478 



Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

iiiiMiiiiiiiiiii III iiiiiiiiiiiiiiiii mill iiiiiiiiii II 

Sbjct: 2479 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 2534 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

IIIIIIIIII iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 2535 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 2593 



Query: 421 ttgtccacattctcc 435 

IIIIMIIIIIIIII 

Sbjct: 2594 ttgtccacattctcc 2608 



>EM_HUM : IR03 24951 AL359060.1 Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
324951. 
Length = 1357 

Score = 759 bits (383), Expect = 0.0 
Identities = 428/435 (98%) , Gaps = 6/435 (1%) 
Strand = Plus / Plus 

\. 

Query: 1 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 869 gtactttggatttggttaacctgttttcttcaagcctgaggttttatatacaaactccct 928 



Query: 61 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 
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Sbjct: 929 gaatactctttttgccttgtatcttctcagcctcctagccaagtcctatgtaatatggaa 988 



Query: 121 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 989 aacaaacactgcagacttgagattcagttgccgatcaaggctctggcattcagagaaccc 1048 
Query: 181 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 1049 ttgcaactcgagaagctgtttttatttcgtttttgttttgatccagtgctctcccatcta 1108 
Query: 241 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaatggttgggt 300 

llllllllllllllllllllllillllllllllllllllllllillllllll MMIII 

Sbjct: 1109 acaactaaacaggagccatttcaaggcgggagatattttaaacacccaaaat-gttgggt 1167 
Query: 301 ctgattttcaaacttttaaaattcactactgatgattctgcacgctaaggcgaatttggt 360 

lllllllllllllllll Ml IIIIIMIIIIIIIIII IIIIM llllllllll II 

Sbjct: 1168 ctgattttcaaactttt-aaactcactactgatgattct-cacgct-aggcgaattt-gt 1223 
Query: 361 ccaaacacataagtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 420 

llllllllll iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 1224 ccaaacacat-agtgtgtgtgttttgtatacactgtatgaccccaccccaaatctttgta 1282 



Query: 421 ttgtccacattctcc 435 

IMIIIIIIIIIIII 

Sbjct: 1283 ttgtccacattctcc 1297 



Database : embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 



Lambda 

1.37 



K H 
0.711 



1.31 



Gapped 
Lambda 
1.37 



K H 
0.711 1.31 



Matrix: blastn matrix: 1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 3,718,759 

Number of Sequences: 2705345 

Number of extensions: 3718759 

Number of successful extensions: 273381 

Number of sequences better than 10.0: 208 

length of query: 435 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 415 

effective length of database: 4,107,188,812 

effective search space: 1704483356980 

effective search space used: 1704483356980 



T: 
A: 
XI 
X2 
SI 
S2 



6 (11.9 bits) 
15 (29.7 bits) 
12 (24.3 bits) 
19 (38.2 bits) 
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SEQ ID 4 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 

AX5 78032 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

IR0265368 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AXO 3 4 3 7 1 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AFl 10137 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

IR0324951 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AKO 95890 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCTAAGGGCCAAAGTGC 

AKO 95972 TCTGATTAAACTTGGCCTACTGGCAATGGCTACTTAGGATTGATCT7AGGGCCAAAGTGC 

AX034342 

SEQID4 

G36759 GTGC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 
AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 
AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 
AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 
AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 
AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 
AGGGTGGGTGAACTTTATTGTACTTTGGATTTGGTTAACCTGTTTTCTTCTU^-GCCTGAG 

GTACTTTGGATTTGGTTAACCTGTTTTCTTCAA-GCCTGAG 

GTACTTTGGATTTGGTTAACCTGTTTTCTTCAA - GCCTGAG 

TTAATTAA--ATCCACTCTGTGCTTTATTGTTGGAGAATGTGGACAATACAAAGATTTGG 



* * ★* ★ 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GTTTTATATACAAACTCCCTGAATACTCTTTTTGCCTTGTATCTTCTCAGCCTCCTAGCC 
GGTGGGGTCATACAGTGTATACAAAACACACACACTATGTGTTTGGACAAATTC GCC 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
AAGTCCTATGTAATATGGAAAACAAACACTGCAGACTTGAGATTCAGTTGCCGATCAAGG 
TAG - CGTGAGAATCATCAGTAGTGAGT - TTAAAAGTTTGAAAATCAGAC CCAACA 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
CTCTGGCATTCAGAGAACCCTTGCAACTCGAGAAGCTGTTTTTATTTCGTTTTTGTTTTG 
TTTTGGGTGTTTAAAATATCTCCCGCCTTGAAATG - - GCTCCTGTTTAGTTGTTAGATGG 



*** *** it* 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 



ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 
ATCCAGTGCTCTCCCATC - 



TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 
TAACAACTAAACAGGAGC - 



- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
- CATTTCAAGGCGGGAGATATT 
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AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



ATCCAGTGCTCTCCCATC - TAACAACTAAACAGGAGC - - CATTTCAAGGCGGGAGATATT 
ATCCAGTGCTCTCCCATC - TAACAACTAAACAGGAGC - - CATTTCAAGGCGGGAGATATT 
ATCCAGTGCTCTCCCATC - TAACAACTAAACAGGAGC - - CATTTCT^GGCGGGAGATATT 
ATCCAGTGCTCTCCCATC - TAACAACTAAACAGGAGC - - CATTTCAAGGCGGGAGATATT 
GAG - AGCACTGGATCAAAACAAAAACGAAATAAAAACAGCTTCTCGAGTTGCAAGGGTTC 
*★ *★ ** ** **★ *** * * * ****** * ** * 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 
TTAAACACCCAAAATG-TTGGGTCTGATTTTCAAACTTTTAAA-CTCACTACTGATGATT 
TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 
TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 
TTAAACACCCAAAATG-TTGGGTCTGATTTTCAAACTTTTAAA-CTCACTACTGATGATT 
TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 
TTAAACACCCAAAATG - TTGGGTCTGATTTTCAAACTTTTAAA - CTCACTACTGATGATT 
TTAAACACCCAAAATGGTTGGGTCTGATTTTCAAACTTTTAAAATTCACTACTGATGATT 
TTAAACACCCAAAATGGTTGGGTCTGATTTTCAAACTTTTAAAATTCACTACTGATGATT 
TCTGAATGCCAGAGCC-TTCGATCGGCAACTNAA- - TCTCAAG - - TCTGCAGTGTTTGTT 



** * * * 



* * * * 



AX578032 

IR0265368 

AX034371 

AF110137 

IR0324951 

AK095890 

AK095972 

AX034342 

SEQID4 

G36759 



CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAT^CACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT- CACGCTA-GGCGAATTTG- TCCAAACACATA-GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA - GGCGAATTTG - TCCAAACACATA - GTGTGTGTGTTTTGTATACACTGTA 
CT - CACGCTA- GGCGAATTTG - TCCAAACACATA- GTGTGTGTGTTTTGTATACACTGTA 
CT- CACGCTA-GGCGAATTTG- TCCAAACACATA-GTGTGTGTGTTTTGTATACACTGTA 
CTGCACGCTAAGGCGAATTTGGTCCAAACACATAAGTGTGTGTGTTTTGTATACACTGTA 
CTGCACGCTAAGGCGAATTTGGTCCAAACACATAAGTGTGTGTGTTTTGTATACACTGTA 
TTCCATATTACATAGGACTTGGGCTAGGAGGCTG - - AGAAGATACAAGGCAAAAAGAGTA 



AX5 7 8 0 3 2 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 

IR0265368 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 

AXO 3 4 3 7 1 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 

AFl 1 0 1 3 7 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 

I R03 24 951 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 

AKO 95890 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAGTGGAT 

AKO 9 5 9 7 2 TGACCCCACCCCAT^ATCTTTGTATTGTCCACATTCTCCAACAATAAAGCACAGAATGGAT 

AXO 3 4 3 4 2 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCC 

SEQID4 TGACCCCACCCCAAATCTTTGTATTGTCCACATTCTCC 

G36759 T TCAGGGAGTTTTGTANATAA 

* * * ****** 
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SEQ ID 5 Blast Results 



BLASTN 2.2.4 [Aug-26 -2002] 



Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:3389-3402. 



Query= /ebi/extserv/old-work/683232 . 79928-18419 .blastall . a 
form] , 273 bases, 21CC9698 checksum. 
(273 letters) 



[Unknown 



Dataibase: embl 

2,705,345 sequences ; 



4,161,295,712 total letters 



Searching . 



.done 



Sequences producing significant alignments: 



Score E 
(bits) Value 



EM_PAT : AX034343 AX034343.1 Sequence 5 from Patent WOO 05 063 7. 
EM HUM: AC006461 AC006461.2 Homo sapiens BAG clone RP11-343N14 fr. 
EM OV: AL845282 AL845282.il Zebrafish DNA sequence from clone DKE. 
EM HUM: ACQ 10 54 7 AC010547.9 Homo sapiens chromosome 16 clone RPll . 
EM_HUM : AC009097 AC009097.9 Homo sapiens chromosome 16 clone RPll. 
EM MUS: AL662895 AL662895.7 Mouse DNA sequence from clone RP23-34. 
EM MUS : AC087417 AC087417.27 Mus musculus chromosome 2 clone rp23. 
EM_HUM : S63697 S63697.1 prepro -melanin -concentrating hormone [hum. 
EM_HUM : HSDJ543C6 AL109926 . 9 Human DNA sequence from clone RP4-54. 
EM_HUM : AL732578 AL732578.5 Human DNA sequence from clone RPll-42. 
EM_HUM : AC140059 AC140059.3 Homo sapiens 3 BAG RPH-118N24 (Roswe . 
EM_HUM : AC108698 AC108698.3 Homo sapiens 3 BAG RP11-12A13 (Roswel. 
EM_HUM : AC096550 AGO 965 5 0.2 Homo sapiens BAG clone RP11-20F13 fro. 
EM HUM : AG 0 9 3 1 1 8 AG093118.2 Homo sapiens chromosome 1 clone RP11-. 
EM_HUM : AC092623 AG092623.2 Homo sapiens BAG clone RP11-260E12 fr. 
EM_HUM:AC092424 AG092424.4 Homo sapiens BAG clone RP13-572K6 fro. 
EM_HUM : AC090960 AG090960.3 Homo sapiens chromosome 3 clone RP11-. 
EM_HUM : AC090959 AG090959.1 Homo sapiens chromosome 3 clone RP11-. 

>EM_PAT : AX034343 AX034343.1 Sequence 5 from Patent WO0050637. 
Length = 273 



500 


e- 


-139 


420 


e- 


-115 


42 


0 


22 


40 


0 


86 


40 


0 


86 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 


38 


3 


4 



Score = 500 bits (252), Expect 
Identities = 273/273 (100%) 
Strand - Plus / Plus 



e-139 



Query: 1 agaagcaatttaggaanccnacagnaaanaaatgctgttttataggagagaaaacacggc 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Sbjct: 1 agaagcaatttaggaanccnacagnaaanaaatgctgttttataggagagaaaacacggc 60 



Query: 61 acaccaaggttaagtagtttgtagacgatgttgaataggttcaggtacaggtcaatgcag 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 61 acaccaaggttaagtagtttgtagacgatgttgaataggttcaggtacaggtcaatgcag 120 



Query: 
Sbjct: 



121 



121 



tgatgaggaaagcacctangtatacttgacagatagtcccctttgcttaacacccaactc 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

tgatgaggaaagcacctangtatacttgacagatagtcccctttgcttaacacccaactc 



180 



180 



Query: 181 ctccaccctgtgcagtttnncttgtgccagtgatcacaggattcgctgagtgaattacca 240 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 181 ctccaccctgtgcagtttnncttgtgccagtgatcacaggattcgctgagtgaattacca 240 



Query: 241 taattggatttaattcacgaaggggatgttttc 273 
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lllllllllllllllllllllllllllllllll 

Sbjct: 241 taattggatttaattcacgaaggggatgttttc 273 

>EM HUM: AC006461 AC006461.2 Homo sapiens BAG clone RP11-343N14 from 2, complete 
sequence . 
Length = 181215 

Score = 420 bits (212), Expect = e-115 
Identities = 237/245 (96%), Gaps = 1/245 (0%) 
Strand = Plus / Plus 

Query: 30 aaatgctgttttataggaga-gaaaacacggcacaccaaggttaagtagtttgtagacga 88 

llllllllllllllllllll IIIIIIIIIIIIIMIIIIIIIIIIIIIIMMIII II 

Sbjct: 75332 aaatgctgttttataggagacgaaaacacggcacaccaaggttaagtagtttgtagatga 75391 
Query: 89 tgttgaataggttcaggtacaggtcaatgcagtgatgaggaaagcacctangtatacttg 148 

IIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIMII lllllllll 

Sbjct: 75392 tgttgaataggttcaggtacaggtcaatgcagtgatgaggaaagcacctaggtatacttg 75451 
Query: 14 9 acagatagtcccctttgcttaacacccaactcctccaccctgtgcagtttnncttgtgcc 208 

IIIIIIIIIIIIIIMIIIMIIIIIIIIIIIilllllllllllllllll llllllll 

Sbjct: 75452 acagatagtcccctttgcttaacacccaactcctccaccctgtgcagtttaacttgtgcc 75511 
Query: 209 agtgatcacaggattcgctgagtgaattaccataattggatttaattcacgaaggggatg 268 

lllllllllllllll lllll IIIIIIIIIIIMIIIIIIIIIIIIII llllllllll 

Sbjct: 75512 agtgatcacaggatttgctgaatgaattaccataattggatttaattcaggaaggggatg 75571 

Query: 269 ttttc 273 
lllll 

Sbjct: 75572 ttttc 75576 

Database: embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 



Matrix: blastn matrix :1 -3 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 945,843 

Number of Sequences: 2705345 

Number of extensions: 945843 

Number of successful extensions: 61774 

Number of sequences better than 10.0: 18 

length of query: 273 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 253 

effective length of database: 4,107,188,812 

effective search space: 1039118769436 

effective search space used: 1039118769436 

T: 0 

A: 0 



XI 
X2 
SI 



6 (11.9 bits) 
15 (29.7 bits) 
12 (24.3 bits) 



S2: 19 (38.2 bits) 
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SEQ ID 5 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 



SEQID5 - 

AX034343 

AGO 0 6 4 6 1 TGTGTTCTTTTCCTGTTACTAAGGCTTAGTTGTTCTACTCTCCAGGGCTCTCTAAGCAGG 



SEQID5 AGAAGCAATTTAGGAANCCNACAGNAAANAAATGCTGTTTTATAGGAGA-GAAAAC 

AX034343 AGAAGCAATTTAGGAANCCNACAGNAAANAAATGCTGTTTTATAGGAGA-GAAAAC 

AC006461 TAACAGAAGCAATTTAGGAATA-AACAGTGA-GAAATGCTGTTTTATAGGAGACGAAAAC 
**************** **** * ******************** ****** 



SEQID5 ACGGCACACCAAGGTTAAGTAGTTTGTAGACGATGTTGAATAGGTTCAGGTACAGGTCAA 
AXO 3 4 3 4 3 ACGGCACACCAAGGTTAAGTAGTTTGTAGACGATGTTGAATAGGTTCAGGTACAGGTCAA 
AC 0 0 6 4 6 1 ACGGCACACCAAGGTTAAGTAGTTTGTAGATGATGTTGAATAGGTTCAGGTACAGGTCAA 
******************* *********** ***************************** 



SEQID5 TGCAGTGATGAGGAAAGCACCTANGTATACTTGACAGATAGTCCCCTTTGCTTAACACCC 
AXO 34343 TGCAGTGATGAGGAAAGCACCTANGTATACTTGACAGATAGTCCCCTTTGCTTAACACCC 

AGO 0 6 4 6 1 TGCAGTGATGAGGAAAGCACCTAGGTATACTTGACAGATAGTCCCCTTTGCTTAACACCC 
*********************** ************************************ 



SEQID5 AACTCCTCCACCCTGTGCAGTTTNNCTTGTGCCAGTGATCACAGGATTCGCTGAGTGAAT 
AXO 3 4 3 4 3 AACTCCTCCACCCTGTGCAGTTTNNCTTGTGCCAGTGATCACAGGATTCGCTGAGTGAAT 
AGO 0 6 4 6 1 T^CTCCTCCACCCTGTGCAGTTTAAGTTGTGCCAGTGATCACAGGATTTGGTGAATGAAT 
*********************** *********************** ***** ***** 



SEQID5 

AX034343 

AG006461 



TACCATAATTGGATTTAATTCACGAAGGGGATGTTTTC 

TACCATAATTGGATTTAATTCACGAAGGGGATGTTTTC 

TACCATAATTGGATTTAATTGAGGAAGGGGATGTTTTGTGTAGACACGAAACAGGCTGCA 



★********************* *************** 
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SEQ ID 6 Blast Results 

BLASTN 2.2.4 (Aug-26-2002] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs". Nucleic Acids Res. 25:3389-3402. 

Query= /ebi/extserv/old-work/306466 . 8993-18461 .blastall . a [Unknown 
form] , 309 bases, F690A119 checksum. 
(309 letters) 

Database: embl 

2,705,345 sequences; 4,161,295,712 total letters 

Searching done 

Score E 

Sequences producing significant alignments: (bits) Value 

EM_PAT : AX034344 AX034344.1 Sequence 6 from Patent WO0050637. 613 e-173 

EM HUM : AL44 9464 AL449464.12 Human DNA sequence from clone RPll-5... 573 e-161 

EM_OV : AP003796 AP003796.2 Gallus gallus genomic DNA, chromosome ... 42 0.25 

EM_OV : AP003795 AP003795.2 Gallus gallus genomic DNA, chromosome ... 42 0.25 

EM HUM: AL353768 AL353768.28 Human DNA sequence from clone RPll-5... 42 0.25 

EM_HUM : AC023061 AC023061.4 Homo sapiens chromosome 5 clone RPl-5... 42 0.25 

EM_HUM : AC005178 AC005178.1 Homo sapiens chromosome 5, PI clone 3... 42 0.25 

EM VI : AF2 08066 AF208066.1 Murine hepatitis virus strain Penn 97-... 40 0.98 

EM VI: AF2 07 9 02 AF207902.1 Murine hepatitis virus strain ML-11 RN... 40 0.98 

EM VI: AF201929 AF201929.1 Murine hepatitis virus strain 2, compl . . . 40 0.98 

EM HUM: HSDJ53A19 AL096819.17 Human DNA sequence from clone RPl-5... 40 0.98 

EM HUM: CNS01DTZ AL132992.4 Human chromosome 14 DNA sequence BAG ... 40 0.98 

EM HUM: AL591062 AL591062.8 Human DNA sequence from clone RPll-64... 40 0.98 

EM HUM: AL390029 AL390029.35 Human DNA sequence from clone RPll-5... 40 0.98 

EM HUM: AL139416 AL139416.5 Human DNA sequence from clone RP4-531... 40 0.98 

EM HUM: AF288393 AF288393.1 Homo sapiens Clorf22 mRNA, complete cds . 40 0.98 

EM HUM: AC019067 AC019067,9 Homo sapiens BAG clone RP11-171B14 fr... 40 0.98 

EM PRO: AE011315 AE011315.1 Leptospira interrogans serovar lai st . . . 38 3.9 

EM PL: AC03524 9 AC035249.7 Arabidopsis thaliana chromosome 1 BAG ... 38 3.9 

EM_PL : AC005957 AC005957.3 Arabidopsis thaliana chromosome 2 clon. . . 38 3.9 

EM_PL : AB028609 AB028609.2 Arabidopsis thaliana genomic DNA, chro. . . 38 3.9 

EM OM: AGO 9 161 9 AC091619.3 Papio anxibis clone RP41-139B7, complet . . . 38 3.9 

EM_MUS: MMU24262 5 AJ24262 5.1 Mus musculus Dmp-1 gene, exons 1-6 38 3.9 

EM MUS: BX005219 BX005219.il Mouse DNA sequence from clone RP23-3... 38 3.9 

EM MUS: AL928912 AL928912.10 Mouse DNA sequence from clone RP23-2... 38 3.9 

EM MUS: AL8 073 7 9 AL807379.17 Mouse DNA sequence from clone RP23-3... 38 3.9 

EM MUS: AL732392 AL732392.8 Mouse DNA sequence from clone RP23-17... 38 3.9 

EM MUS: AL731836 AL731836.10 Mouse DNA sequence from clone RP23-1... 38 3.9 

EM MUS: AL591970 AL591970.10 Mouse DNA sequence from clone RP23-1... 38 3.9 

EM MUS: AL591067 AL591067.35 Mouse DNA sequence from clone RP23-3... 38 3.9 

EM_MUS: AL590992 AL590992.12 Mouse DNA sequence from clone RP23-2,., 38 3.9 

EMMUS : AC122305 AC122305.4 Mus musculus chromosome 9 clone RP23-... 38 3.9 

EM_INV:AC117176 AC117176.2 Dictyostelium discoideum chromosome 2... 38 3.9 

EM HUM: HS272J12 Z82194.1 Human DNA sequence from clone RP1-272J1... 38 3.9 

EM HUM: HS1068E13 AL035563.19 Human DNA sequence from clone RP5-1... 38 3.9 

EM_HUM:CNS05TE0 AL358293.4 Human chromosome 14 DNA sequence BAG ... 38 3.9 

EM_HUM:CNS05TCA AL355076.5 Human chromosome 14 DNA sequence BAG ... 3 8 3.9 

EM HUM: GNS01RIE AL163153.4 Human chromosome 14 DNA sequence BAG ... 38 3.9 

EM HUM: AP002490 AP002490.4 Homo sapiens genomic DNA, chromosome ... 38 3.9 

EM HUM: AP000719 AP000719.4 Homo sapiens genomic DNA, chromosome ... 38 3.9 

EM HUM: AL591605 AL591605.7 Human DNA sequence from clone RPll-47... 38 3.9 

EM HUM: AL390316 AL390316.6 Human DNA sequence from clone RPll-55... 38 3.9 

EM HUM: AL390239 AL390239.16 Human DNA sequence from clone RPll-5... 38 3.9 

EM_HUM : AC104298 AG104298.2 Homo sapiens chromosome 3 clone RPll- . , . 38 3.9 

EM HUM: AG093773 AG093773.3 Homo sapiens BAG clone RP11-127A9 fro... 38 3.9 

EM_HUM : AC092333 AG092333.2 Homo sapiens chromosome 5 clone RP11-... 38 3.9 

EM_HUM : AC092059 AG092059.2 Homo sapiens chromosome 3 clone RPll- . . . 38 3.9 

EM HUM: AG025262 AG025262.27 Homo sapiens 12 BAG RP11-629N8 (Rosw. . . 38 3.9 
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EM HUM: AC025034 
EM_HUM : AC012642 
EM_HUM : AC008837 
EM_HUM : AC007739 
EM_HUM : AC006222 
EM HUM:AC005099 



AC025034.22 Homo sapiens 12 BAG RP11-734K2 (Rosw, 
AC012642.5 Homo sapiens chromosome 5 clone CTD-2. 
AC008837.6 Homo sapiens chromosome 5 clone CTD-2. 
AGO 0773 9. 2 Homo sapiens BAG clone RP11-91L3 from. 
AC006222.1 Homo sapiens, clone hRPK.12_A_l, comp. 
AC005099.2 Homo sapiens BAG clone CTA-351J1 from. 



38 
38 
38 
38 
38 
38 



3.9 
3.9 
3.9 
3.9 
3.9 
3.9 



>EM PAT: AX034344 AX034 344.1 Sequence 6 from Patent WO0050637. 
Length = 309 

Score = 613 bits (309) , Expect = e-173 
Identities = 309/309 (100%) 
Strand - Plus / Plus 



Query : 1 attgatagaggccctgtttcatgacatttcatgagtttcaatatgttgttcagcatgttg 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1 attgatagaggccctgtttcatgacatttcatgagtttcaatatgttgttcagcatgttg 



60 



60 



Query : 61 tgaggtgactctcagcccctttcccactgagatggactgtggtgatgctgtgagggtgtg 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 61 tgaggtgactctcagcccctttcccactgagatggactgtggtgatgctgtgagggtgtg 



120 



120 



Query : 12 1 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 121 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 



180 



180 



Query : 181 catagtaaatgtatcattgttcttttcctccctcctaaaggaaacagaggaatccacctg 

IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 181 catagtaaatgtatcattgttcttttcctccctcctaaaggaaacagaggaatccacctg 



240 



240 



Query: 241 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgttcgtg 300 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 241 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgttcgtg 300 



Query: 301 ataaggaaa 309 

iiiiiiii I 

Sbjct: 301 ataaggaaa 309 



>EM HUM: AL44 9464 AL449464.12 Human DNA sequence from clone RP11-508D10 on chromosome 
Length = 54881 



Score = 573 bits (289) , Expect = e-161 
Identities = 304/309 (98%) 
Strand = Plus / Plus 



Query: 1 attgatagaggccctgtttcatgacatttcatgagtttcaatatgttgttcagcatgttg 60 

iiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 28773 attgatagaggccctgtttcatgacatttgatgagtttcaatatgttgttcagcatgttg 28832 

Query: 61 tgaggtgactctcagcccctttcccactgagatggactgtggtgatgctgtgagggtgtg 120 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 28833 tgaggtgactctcagcccctttcccactgagatgtactgtggtgatgctgtgagggtgtg 28892 

Query: 121 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 28893 actgacacaccttcatgtgcccaagcatgggtttgatcacaggtcacatgcagtttttgg 28952 



Query: 181 catagtaaatgtatcattgttcttttcctccctcctaaaggaaacagaggaatccacctg 240 

iiiiiii iiiiiiiiiiiiiiiiiiiii IIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 28953 catagtagatgtatcattgttcttttccttcctcctaaaggaaacagaggaatccacctg 29012 
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Query: 241 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgttcgtg 300 

lllllllllllllllllllllllllllllllilllllllllllllllllllllll MM 

Sbjct: 29013 tatgagagtgccatgtagggataaacttaaaggacagatgacacattggtcatgtccgtg 29072 
Query: 301 ataaggaaa 309 

MIMMM 

Sbjct: 29073 ataaggaaa 29081 



Dataibase : embl 

Posted date: Jun 13, 2003 6:04 PM 
Number of letters in database: 4,161,295,712 
Number of sequences in database: 2,705,345 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 



Matrix: blastn matrix: 1 -3 

Gap Penalties : Existence : 5, Extension: 2 

Number of Hits to DB: 1,584,332 

Number of Sequences: 2705345 

Number of extensions: 1584332 

Number of successful extensions: 113207 

Number of sequences better than 10.0: 54 

length of query: 309 

length of database: 4,161,295,712 

effective HSP length: 20 

effective length of query: 289 

effective length of database: 4,107,188,812 

effective search space: 1186977566668 

effective search space used: 1186977566668 

T: 0 

A: 0 

XI: 6 (11.9 bits) 
X2: 15 (29.7 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 
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SEQ ID 6 Alignment 

CLUSTAL W (1.83) multiple sequence alignment 



SEQID6 ATTGATAGAGGCCCTGTTTCATGACATT 

AX034344 ATTGATAGAGGCCCTGTTTCATGACATT 

AL4 4 9464 GGATTTTTCTTGTTCTAACTGCCCTAGTAACAATTGATAGAGGCCCTGTTTCATGACATT 

**************************** 

SEQ IDG TCATGAGTTTCAATATGTTGTTCAGCATGTTGTGAGGTGACTCTCAGCCCCTTTCCCACT 
AXO 34344 TCATGAGTTTCAATATGTTGTTCAGCATGTTGTGAGGTGACTCTCAGCCCCTTTCCCACT 
AL4 4 9464 TGATGAGTTTCAATATGTTGTTCAGCATGTTGTGAGGTGACTCTCAGCCCCTTTCCCACT 

SEQID6 GAGATGGACTGTGGTGATGCTGTGAGGGTGTGACTGACACACCTTCATGTGCCCAAGCAT 
AXO 34344 GAGATGGACTGTGGTGATGCTGTGAGGGTGTGACTGACACACCTTCATGTGCCCAAGCAT 
AL4 4 9464 GAGATGTACTGTGGTGATGCTGTGAGGGTGTGACTGACACACCTTCATGTGCCCAAGCAT 
****** ***************************************************** 

SEQID6 GGGTTTGATCACAGGTCACATGCAGTTTTTGGCATAGTAAATGTATCATTGTTCTTTTCC 
AXO 34344 GGGTTTGATCACAGGTCACATGCAGTTTTTGGCATAGTAAATGTATCATTGTTCTTTTCC 
AL4 4 9464 GGGTTTGATCACAGGTCACATGCAGTTTTTGGCATAGTAGATGTATCATTGTTCTTTTCC 
*************************************** ******************** 

S EQI D6 TCCCTCCTAAAGGAAACAGAGGAATCCACCTGTATGAGAGTGCCATGTAGGGATAAACTT 
AXO 34344 TCCCTCCTAAAGGAAACAGAGGAATCCACCTGTATGAGAGTGCCATGTAGGGATAAACTT 
AL4 4 9 4 6 4 TTCCTCCTAAAGGAAACAGAGGAATCCACCTGTATGAGAGTGCCATGTAGGGATAAACTT 
* ********************************************************** 

S EQ I D 6 AAAGGACAGATGACACATTGGTCATGTTCGTGATAAGGAAA 

AXO 34344 AAAGGACAGATGACACATTGGTCATGTTCGTGATAAGGAAA 

AL4 4 9464 AAAGGACAGATGACACATTGGTCATGTCCGTGATAAGGAAAGGCATTGAAATATGCACCA 



